6TM search 

(FILE 1 HOME 1 ENTERED AT 14:15:35 ON 22 JUN 2005) 



FILE ' MEDLINE, BIOSIS, CAPLUS' ENTERED AT 14:15:50 ON 22 JUN 2005 
LI 20260 SEA PLU=ON (MU(3A) OPIOID (3A) RECEPTOR) 

L2 307 SEA PLU=ON L1(10A) (SNP OR MUTAT? OR POLYMORPH? OR ALLEL?) 

L3 181 DUP REM L2 (126 DUPLICATES REMOVED) 

L4 10 SEA PLU=ON L3 AND (INSERTION OR DELETION) 

D TI 1-10 

D IBIB AB 9 

D IBIB AB 8 

D BIB AB 2 

FILE * STNGUI DE ' ENTERED AT 14:18:53 ON 22 JUN 2005 

FILE ' MEDLINE , BIOSIS, CAPLUS' ENTERED AT 14:20:15 ON 22 JUN 2005 
D IBIB AB 1 

FILE * STNGUI DE ' ENTERED AT 14:20:15 ON 22 JUN 2005 
L5 0 SEA PLU=ON LI AND (SERINE OR PROLINE OR THREONINE OR GLYCINE) 



FILE 'MEDLINE, BIOSIS, CAPLUS' ENTERED AT 14:21:09 ON 22 JUN 2005 



L6 .635 SEA PLU=ON L5 

L7 307 SEA PLU=ON L1(10A) (SNP OR MUTAT? OR POLYMORPH? OR ALLEL?) 

L8 1 SEA PLU=ON L6 AND ( (SERINE (4A) PROLINE) OR (SER23? OR 

SER42? ) ) 

D TI 1 

L9 1 SEA PLU=ON LI AND T67? 

D TU' 

L10 1 SEA PLU=ON LI AND T124? 

Lll 1 SEA PLU=ON LI AND C153? 

L12 1 SEA PLU=ON LI AND G174? 

L13 212 SEA PLU=ON LI AND (SNP OR MUTAT? OR POLYMORPH? OR ALLEL?) /TI 

L14 114 DUP REM L13 (98 DUPLICATES REMOVED) 

D TI 1-114 

D IBIB AB 1 



FILE ' STNGUI DE ' ENTERED AT 14:26:17 ON 22 JUN 2005 

FILE 'MEDLINE, BIOSIS, CAPLUS' ENTERED AT 14:29:25 ON 22 JUN 2005 
D IBIB AB 5 6 10 12 14 16 27-31 37 41 

FILE ' STNGUI DE ' ENTERED AT 14:29:26 ON 22 JUN 2005 

FILE 'MEDLINE, BIOSIS, CAPLUS' ENTERED AT 14:33:41 ON 22 JUN 2005 
D IBIB AB 43 48 49 52 60 63 66 67 

FILE ' STNGUI DE ' ENTERED AT 14:33:41 ON 22 JUN 2005 

FILE 'MEDLINE, BIOSIS, CAPLUS' ENTERED AT 14:45:07 ON 22 JUN 2005 
D IBIB AB 68 72 74 76 79 80 81 82 83 84 87 88 89 

FILE ' STNGUI DE ' ENTERED AT 14:45:08 ON 22 JUN 2005 

FILE 'MEDLINE, BIOSIS, CAPLUS' ENTERED AT 15:00:40 ON 22 JUN 2005 
D IBIB AB 93 96 9.7 99 100 101 

FILE ' STNGUI DE ' ENTERED AT 15:00:41 ON 22 JUN 2005 

FILE 'MEDLINE, BIOSIS, CAPLUS' ENTERED AT 15:05:52 ON 22 JUN 2005 
D IBIB AB 104 109 



FILE 1 STNGUI DE ' ENTERED AT 15:05:53 ON 22 JUN 2005 



BAST ifttfesr 



Ref 
# 


Hits 


Search Query 


DBs 


Default 
Operator 


Plurals 


Time Stamp 


LI 


1374 


mu with opioid 


US-PGPUB; 
USPAT 


OR 


ON 


2005/06/22 12:28 


L2 


31 


11 same (polymorph$5 snp 
mutation mutated) 


US-PGPUB; 
USPAT 


OR 


ON 


2005/06/22 12:29 



Search History 6/22/05 1:59:38 PM Page 1 

C:\Documents and Settings\JSwitzer\My Documents\EAST\Workspaces\°/otextworkspace.wsp 



STIS-Biotech/ChemUb 

; 

From: Switzer, Juliet 

Sent: * V^rfp.e-s^ay. June 22. 2G05 9:52 AM 

Tc: S f iC-Biotech/CheryiLib 

Subject: FW: please search 

Wii! you please update me as to the status of thb rush search request? 

Thanks. 

Juliet 



9 

\ 



Original Message 

From: Chan, Christina 

\ Sent: Tuesday, June 14, 2005 12:31 PM 

To: Switzer, Juliet; STIC- Biotech/Chem Lib 

• Subject: RE: please search 

"Pfeaserush. Thank Chris 
Chris Chan 

TC 1600 New Hire Training Coordinator and SPE 1644 

(571)-272-0841 

Remsen, 3E89 



Original Message 

From: Switzer, Juliet 

Sent: Tuesday, June 14, 2005 11:27 AM 

To: Chan, Christina 

Subject: FW: please search 



please approve the following rush search for a case due this biweek. thanks. 



for US 09/883839 please search 

in all GenEmbl, GenSeq, USPATS issued, PGPUBS, and EST databases -?y?-*7 7 

1 . Seq ID NO 1 from nucleotide 4tW where the nucleotide at postition 279 is a "C" 

2. Seq ID NO 1 from nucleotide 104-144 where the nucleotide at postition 336 is a 
"A" V£-3SZ. 

3. Seq ID NO 1 from nucleotide 1 33-1 73 where the nucleotide at postition 365 is a 
"T" 3ys--3S , 'S- . 

4. Seq ID NO 1 from nucleotide 1 54-1 94 where the nucleotide at postition 386 is a ' 
"A" ?*£-<0£ v 

5. Seq ID NO 1 from nucleotide 67-207 where there is an insertion of "GGC" 
immediately after nucleotide position 399. 

^7? -v^ 



************************ 
STAFF USE ONLY 




Searcher: 

Searcher Phone: 2 , 
Date Searcher Picked uoJ/)kz 
Date Completed: fa /y^/^J( 

Searcher Prep/Rev.Time: 

Online Time: 




************************ 
Type of Search 



NA#: 



AA#: 



Interference: SPDI:_ 

S/L: Oligomer: 

Encode/Transl : 

Structure*: Text:_ 

Inventor: 



U ligation: 



************************ 

Vendors and cost where applicable 

STN: 

DIALOG: 

QUESTEL/ORBIT: 

LEXIS/NEXIS: 



SEQUENCE SYSTEM :_ 

WWW/Internet: 

Other(Spetify): 



'PLEASE RETURN RESULTS ON DISK. 
THanks. 

Juliet Switzer 
Art Unit 1634 
phone: 571-272-0753 
office:- Remsen 2A61 



************************ 
STAFF USE ONLY 



Searcher: 



Searcher Phone: 2- 
Date Searcher Picked up:_ 
If Date Completed: 



Searcher Prep/Rev. Time:_ 
Online Time: 



************************ 
Type of Search 



NA#: 



AA#: 



Interference: SPDI:_ 

S/L: Oligomer: 

Encode/Transl : 

Structure #: Text:. 

Inventor: 



************************ 

Vendors and cost where applicable 

STN: 

DIALOG : 

QUESTEL/ORBIT: 

LEXIS/NEXIS: 



Litigation: 



SEQUENCE SYSTEM: 

WWW/Internet: 

Other(Spedfy): 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: June 22, 2005, 23:56:24 ; Search time 1680 Seconds 

(without alignments) 
1211.380 Million cell updates/sec 

Title: US-09-883-839-l-GGC399_COPY_379_420 
Perfect score: 42 

Sequence: 1 acagcctgtgccctccgacc gcgcagtccctccatgatca 42 

Scoring table: I DENT I TY_NUC . 

Gapop 10.0 , Gapext 1.0 



Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: . 9416466 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : GenEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb om : * 


5 




gb ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11 : 


gb_sts : * 


12 : 


gb_sy : * 


13: 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

*5 

Result Query 

No. Score Match Length DB ID Description 





1 


26 


61 


9 


305 


9 HS0PRMI1 


AF024515 Homo sapi 


c 


2 


26 


61 


9 


520 


11 G53082 


G53082 SHGC-84785 




3 


26 


61 


9 


1182 


6 AX280923 


AX280923 Sequence 




4 


26 


61 


9 


1203 


6 AX280921 


AX280921 Sequence 





b 


9 £ 
Z D 


D X « 


. y 


1 9 fi 9 
1Z U J 


q 
y 


Ar ZobUz4 


A CO Q d AO A 

Ar zo bUz4 


Macaca mu 




D 


9fi 
Z D 


D X . 


q 


1 909 


q 
y 


A VR9 1 H9 ft 
/\IDZXUZo 


a VR9 1 H9Q 
AI DZ X UZO 


nomo sapi 






9 £ 
Z D 


D X . 


Q 


1 9 Q9 

x z y j 


q 
y 


dV-U / 4 y z / 


BC074927 


Homo sapi 




Q 

o 


9fi 


O X . 


Q 

■ Zf 


1 9Aft 


q 
y 


a Y09 fi£ 9 9 


AY036623 


Homo sapi 




q 
y 


9 £ 

Z O 


D X - 


q 




q 
y 


a vn 9 ft q ft q 
aiujo y o y 


AY038989 


Macaca fa 




i o 


9fi 




9 


1 4 fi4 
x *± o *± 


q 
y 


UJUOi6 


AY036622 


Homo sapi 




1 1 

X X 


9fi 
z o 


D X ■ 


q 

■ Zf 


1 ACQ 
11DO 


q 
y 


&V9fi4 990 


AY364230 


Homo sapi 






9fi 


D X . 


9 


1 CT A 
x o X u 


p. 


ad i n^m 7 


AR106017 


Sequence 




1 9 


9 £ 
Z D 


D X ■ 


q 


X D X \J 


q 
y 


nUl v lU ir X VJ X UK 


L29301 Homo sapien 




1 4 


9fi 
Z D 


D X . 


q 

. y 


9 1 Rft 

Z X 3 \j 


D 


PH79 R Q 

/ z j u b y 


CQ725069 


Sequence 




1 R 

X Zj 


9£ 
Z D 


D X . 


q 

. y 


Z X o u 


(Z 

b 


AD1 /TO HA 4 
/\K X b Z U 4 4 


AR162044 


Sequence 




x D 


9 C 
Z D 


D X . 


q 

. y 


9 "I £9 
z Xbz 


(Z 

b 


AO / / O 1 


A87781 Sequence 7 




x / 


9 £ 
Z D 


O X . 


q 


9 1 £9 

z x b z 


(Z 

b 


AK IoIjjI 


AR181331 


Sequence " 




1 Q 
x O 


9 £ 
Z D 


b x . 


q 

. y 


Ol (TO 

z Xbz 


b 


jni QOOQC 
AK 1 o z Z y D 


AR182295 


Sequence 




1 Q 


9 C 

z b 


b l . 


q 

. y 


9 T CO 

z Xbz 


b 


AKz / Uo 1 b 


AR270816 


Sequence 




9 n 
z u 


9 C 
Z D 


b x . 


q 


9 1 C9 

z ±bz 


(Z 

b 


ADim OTH 
AKJ Ulz jU 


AR301230 


Sequence 




^ X 


9 A 

z o 


D X . 


q 

. y 


9 1 £ 9 
Z X o z 


tz 
o 


aYRAftQnn 

AAD4 O y U U 


AX548900 


Sequence 




9 9 
z z 


9 £ 

Z D 


D X . 


q 


9 1 £ 9 
Z X o z 


q 
y 


T_TT m/lMAD T Y 
rl Ul v li v iWK X A 


L25119 Human Mu op 




O 1 
Z J 


9 C 

z b 


b l . 


q 


Q1QQQ 
00003 


y 


Ai bo / / b4 


AY587764 


Homo sapi 


c 


O A 
Z 4 


o c 
z b 


CZ 1 

b 1 . 


q 

. y 


y bJ 1 u 


y 


AT 1 ~> lZ A A A 

ALjxJ b4 44 


AL136444 


Human DNA 




O tz 
Z b 


o c 
z b 


b x , 


Q 


loz U4 o 


z 


AOAOT/1 TO 

AL0z74_Jy 


AC027439 


Homo sapi 


c 


9 £ 

z o 


9 £ 
z b 


b x . 


q 
. y 


1 ft 9 9 ft 9 


z 


A p>A O 1 H A R 
ALU^ X / 4 D 


AC021745 


Homo sapi 


c 


9 7 
Z / 


^ r 
Z b 


b y . 


R 


z u u bz / 


z 




AC019225 


Homo sapi 




0 Q 
Z O 


O /I /I 

Z^4 . 4 


bo . 


i 

. 1 


14 / j 


y 


ribUlZDoy 


U12569 Human mu op 




O Q 

z y 


OA A 
Z4 . 4 


R Q 
JO . 


. 1 


O O *7 yl T T 
Z^ O / 4 j / 


z 


AL 1 Z J J b Z 


AC123352 


Rattus no 


c 


b u 


OA O 
z4 . Z 


D / . 


. b 


zzbUx J 


z 


ALU / JboU 


AC073680 


Mus muscu 


c 


J X 


z 4 


c: o 
b / . 


. 1 


_5bbo o 


1 


AVA/I/^ACT 

Ai U4 bUb / 


AY046057 


Escherich 




9 9 
J z 


9 7 ft 


C (Z 

b b . 


n 

. 1 


9 94 9 
Z Z4 J 


b 


AA4 UZ y jo 


AX402958 


Sequence 




- -> 


9 9 Q 
Zb . O 


R £ 
b b . 


n 

. 1 


A O Q Q 

4 z y y 


Q 

y 


AVI OOEIQ1 
AKXZ Z D y X 


AK122591 


Homo sapi 


c 


Q A 


9 9 Q 
Z b . O 


r tz 
DO . 


1 


x u b j z o 


Q 

y 


AT CI "5/m 


AL513477 


Human DNA 




7 R 
-5 b 


9 9 4 


R R 

jj . 


, / 


£Z A A C Q 

b4 4 d y 


q 

y 


AT "3CH 

Aijj b j 14 y 


AL353149 


Human DNA 




9fi 


9 9 4 


R R 

3 b . 


n 

, / 


i a ft o q n 
x f± o z y u 


q 

y 


at ocqi qq 
axj j b y x y y 


AL359199 


Human DNA 


c 


7 7 


9 9 4 


R R 
jj . 


*7 

. / 


1 b D y X / 


q 

y 


AT iR^m^ 
axjJ bb u / o 


AL356073 


Human DNA 




1 ft 


9 "3 A 
Z J . 4 


R R 

D D . 




v l / / J U J 


z 


ALUzbb /b 


AC026576 


Homo sapi 




39 


23 . 4 


55 . 


. 7 


2 012'6 9 


2 


APOm 84 9 


AP001849 


Homo sapi 


c 


40 


23 .4 


55. 


. 7 


202114 


2 


BX957272 


BX957272 


Danio rer 


c 


41 


23 .2 


55. 


.2 


299450 


1 


AP005938 


AP005938 


Bradyrhiz 




42 


23 


54 . 


.8 


116115 


8 


AF546189 


• AF546189 


Contiguou 


c 


43 


23 


54 . 


. 8 


149632 


2 


AC116692 


AC116692 


Mus muscu 




44 


23 


54 . 


.8 


164294 


2 


AC148910 


AC148910 


Otolemur 


c 


45 


23 


54. 


.8 


175543 


2 


AC073378 


AC073378 


Homo sapi 



OM nucleic - nucleic search, using sw model 



Run on: June 22, 2005, 20:32:29 ; Search time 433 Seconds 

(without alignments) 
574.201 Million cell updates/sec 

Title: US-09-883-839-l-GGC399_COPY_379_420 
Perfect score : 42 

Sequence: 1 acagcctgtgccctccgacc .gcgcagtccctccatgatca 42 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4390206 seqs, 2959870667 residues 



Total number of hits sat isfying . chosen parameters: 



8780412 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : 



N_Geneseq_16Dec04 :* 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2 0 0 lbs : * 

6: geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9: geneseqn2003bs : * 

10 : geneseqn2003cs 

11 : geneseqn2003ds 

12 :" geneseqn2004as 

13 : geneseqn2004bs 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 



Score 



Query 

Match Length DB 



ID 



Description 



1 


26 


61 


9 


178 


12 


ACH81134 


Ach81134 Human gen 


2 


26 


61 


9 


593 


12 


ACH67429 


Ach674 2 9 Human gen 


3 


26 


61 


9 


1182 


5 


ABI98013 


Abi98013 Non-endog 


4 


26 


61 


9 


1200 


13 


ADR44830 


Adr44830 Human HUM 


5 


26 


61 


9 


1200 


13 


ADR44837 


Adr44837 HUMOR mut 


6 


26 


61 


9 


1203 


5 


ABI98012 


Abi98012 Non-endog 


7 


' 26 


61 


9 


1239 


6 


ABS54814 


Abs54 814 cDNA enco 


8 


26 


61 


9 


1245 


6 


ABS54813 


Abs54813 cDNA enco 


9 


2.6 


61 


9 


1388 


10 


ADG42251 


Adg42251 Mu-opioid 



1 u 


o c 
Zo 


bl . 


. y 


1 A 1 1 

13 o 1 


c 
b 


Adjj'i O 1 Z 


ADS D4 O 1 Z CJJiNiA cilCO 


1 ± 


O C 
ZD 


C 1 


. y 


1 A C A 

14 b4 


1 U 


r tv^j! o o r n 
ALKj4 z Z dU 


Aay4zZDU MU-OplOlU 


± Z 


O C 
Z D 


C 1 

b l . 


. y 


lb l u 


o 
z 


a AfiQ QO 0 C 


ZianQQOOC Unman mi i 

AaCjo y zzo nurucin uiu 


1 J 


o a 
Zo 


c i 
bl . 


. y 


lb 1 U 


o 




Addoy jUj cuima enco 


1 A 
14 


O c 
ZD 


C 1 

bl . 


. y 


lb 1 U 


1 5 


a t\o A A Q Q 1 
AJJK4 4 o o 1 


Auir44ooi riurnsn rnu- 




O C 
Z D 


c i 
bl - 


. y 


z 14 y 


b 


AD0 0 4 o 1 D 


ADSb4oio ciJJNA enco 


1 C 
lb 


O C 
ZD 


C 1 

bl . 


. y 


z IbU 


o 
z 


a a r\o n no 
AAyy J 1 Uz 


A — * /~» Oil AO Oi im — i -r^ rrli i 

Asqy j iuz HUTnan mu 


1 / 


O C 

z b 


c i 
b 1 . 


. y 


Z 1 bz 


o 
z 


A A \7C 1 QQC 

AAvbi y y o 


Aav b i y y d Hunian tnu - 


lo 


o c 

ZD 


6 1 . 


. y 


z Ibz 


o 

z 


A A T TC 1 QO /T 

AAVbiyob 


Aa v6 1986 Human mu - 


~\ Q 


Zb 


61 - 


. y 


z Ibz 


o 
Z 


A A T 7tZ T Q Q T 

AAV6 1 y y l 


Aav 61991 Human mu - 


o a 
Z 0 


"> /T 

ZD 


61 \ 


. y 


^ Ibz 


o 
z 


A A 1 7/T T O O O 

AAVbiyoo 


Aav61988 Human mu- 


O 1 

z 1 


O C 

zb 


c i 
b 1 . 


. y 


Z Ibz 


o 
z 


A A T 7C 1 Q O A 

AAVb iyo4 


Aa v6 1984 Human mu - 


o o 
z z 


o c 
z b 


c i 
b 1 , 


. y 


z Ibz 


o 
z 


A A \ 7C 1 QQ/1 

AAvb i yy 4 


Aav61994 Human mu- 


O 


o c 
zb 


c i 
bl , 


. y 


z Ibz 


z 


A A \ 7tZ 1 Q O ^7 

AAVbiyo / 


Aa v 61987 Human mu - 


O yl 

z4 


O C 

zb 


c t 
bl , 


. y 


Tiro 

z Ibz 


o 
z 


A A T 7(Z 1 Q d O 

AAvb iy yz 


. Aav 61992 Human mu - 


O C 
Z _> 


9 C 

z b 


b 1 , 


. y 


z Ibz 


o 
z 


A A T 7C T Q Q A 

AAVb i y y u 


Aav6 1 y y o Human mu - 


O C 
Z D 


o c 
z b 


b 1 . 


. y 


z i bz 


o 
z 


AAVb i y y o 


Aa v6 1993 Human mu - 


Z / 


o c 

Z D 


c i 

D 1 . 


Q 


Ol (TO 

Z 1 oz 


o 
z 


Zi A.\7C 1 QQi: 
AA V D 1 y o D 


Aav6 1985 Human mu - 


O Q 
Z O 


O C 

Z b 


c i 
b 1 . 


. y 


Ol CO 

Z 1 bz 


o 
z 


A A \ 7C 1 Q O Q 

AAVb i y o y 


Aav61989 Human mu- 


O Q 

z y 


O C 

Z b 


C 1 

b 1 . 


. y 


Ol CO 

z Ibz 


o 
o 


AA^OO /ITn 

AAZiOo4 /U 


Aa z 8 o 4 7 o Human mu 


o n 


o c 
z b 


c i 
bl . 


. y 


O 1 c o 
z 1 bz 


b 


AoK14 y bo 


Adk 14 953 Human mu 


J 1 


o c 
z b 


C T 

b l . 


. y 


Ol CO 

z 1 bz 


Q 

o 


Ad^i4z by / 


ad z 4 2 6 y 7 Human op i 


o. o 


o c 
z b 


C 1 

bl . 


. y 


Ol CO 

Z 1 bz 


1 U 


AULz 1 b J4 


AdCz 1534 Human DNA 


0 0. 


o c 
z b 


C 1 

bl . 


. y 


Ol CO 

z 1 bz 


1 U 


A /"'A C C T O T 

AuAbb / o 1 


Aca 56781 Human s lg 


OA 


o "C 
z b 


c i 
b 1 . 


. y 


O 1 c o 
z 1 b z 


1 o 
1Z 


AU1 DOD / / 


Aaibbo / / Human poi 


,5 D 


9 c 
z b 


c i 
b l < 


. y 


Ol CO 

z i b z 


1 o 
Iz 


AUUJ UU IJ 


AaooOUij Human opl 


7 C 


o c 
z b 


c i 
b l , 


. y 


OOTQ 

ZZ / j 


Q 

cS 


A Anci OOC 

AAJJb Izz b 


Aaabizzb Human rem 




o c 

Z D 


c l 
b i . 


Q 


Q A O C 

y 4 z b 


1 j 


A PiTD A A Q 1 C 
A1JK4 4 tS O O 


Aar44oib riV OplOl 


C jo 


o c 
z b 


c i 
b l . 


. y 


qccq 

y bby 


1 J 


A "PiD /I A O /I O 

A1JK44 t>4 Z 


Aar44 842 FI V-NSE-H 


39 




O -L < 


Q 

> zf 


1 0479 




ADR 4 4 R7fi 


HUI'i^O /b rlabmlQ p 


40 


24 .4 


58. 


, 1 


1176 


8 


AAD50855 


Aad50855 Human mu 


41 


24 . 4 


58. 


. 1 


1176 


8 


AAD50856 


Aacl50856 Human mod 


42 


24 . 4 


58 . 


. 1 


1197 


8 


AAD50857 


Aad50857 Human mod 


43 


24 . 4 


58 . 


. 1 


1473 


6 


ABS54816 


Abs54 816 cDNA enco 


44 


23 .8 


56. 


. 7 


2243 


6 


ABA94696 


Aba94 696 Human lip 


45 


23.8 


56. 


,7' 


4635 


6 


AAD39663 


Aad39663 Human pho 



OM nucleic - nucleic search, using sw model 



Run on: June 23, 2005, 01:09:40 ; Search time 128 Seconds 

(without alignments) 
536.903 Million cell updates/sec 

Title: US~09-883-839-l-GGC399_COPY_379_420 
Perfect score: 42 

Sequence: 1 acagcctgtgccctccgacc gcgcagtccctccatgatca 42 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 2405568 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum .Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2__6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B__COMB. seq: * 

5: /cgn2 6/ptodata/l/ ina/PCTUS_COMB . seq : * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl .seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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-801 
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Sequence 
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us- 
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Sequence 


3 , Appl i 
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13077, A 
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12536, A 
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-735 


-934A-1 


Sequence 


1, Appli 



Run on: 



June 23 , 2005, 01:41:45 ; Search time 4346 Seconds 

(without alignments) 
60.405 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-09 -883 -839-1 -GGC399_COPY_379_420 
42 

1 acagcctgtgccctccgacc gcgcagtccctccatgatca 42 

IDENTITYJSJUC 

Gapop 10.0 , Gapext 1.0 



Searched: 6067389 seqs, 3125258755 residues- 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



12134778 



Database : Published_Applications_NA: * 

1: /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB. seq: * . 

2 : /cgn2_6/ptodata/l/pubpna/PCT_NEW_PUB. seq: * 

3 : / cgn2_6 /p t oda t a / 1 /pubpna /US 0 6_NEW_PUB .seq:* 

4 : /cgn2_6/ptodata/l/pubpna/US06_PUBCOMB. seq: * 

5 : /cgn2_6/ptodata/l/pubpna/US07_NEW_PUB . seq : * 

6 : /cgn2_6/ptodata/l/pubpna/PCTUS_PUBCOMB. seq: * 

7 : /cgn2_6/ptodata/l /pubpna /US08_NEW_PUB . seq : * 

8 : /cgn2_6/ptodata/l/pubpna/US08_PUBCOMB. seq: * 

9 : /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB. seq: * 
10 : /cgn2_6/ptodata/l/pubpna/US09B_PUBCOMB. seq: * 
11 : /cgn2_6/ptodata/l/pubpna/US09C_PUBCOMB. seq: * 
• 12 : /cgn2_6/ptodata/l/pubpna/US09_NEW_PUB . seq : * 
13: / cgn2_6 /p t oda t a / 1 /pubpna /US 1 0A_PUBCOMB . seq : * 
14: / cgn2_6 /p toda t a / 1 /pubpna /US 1 0B_PUBCOMB . seq : * 
15 : /cgn2_6/ptodata/l/pubpna/US10C_PUBCOMB . seq : * 
16: / cgn2_6 /ptoda t a / 1 /pubpna /US 1 0D_PUBCOMB . seq : * 
17 : /cgn2_6/ptodata/l/pubpna/US10E_PUBCOMB. seq: * 
18 : /cgn2_6/ptodata/l/pubpna/US10F_PUBCOMB. seq: * 
19 : /cgn2_6/ptodata/l/pubpna/US10G_PUBCOMB. seq: * 
20 : /cgn2_6/ptodata/l/pubpna/US10H_PUBCOMB. seq: * 
21 : /cgn2_6/ptodata/l/pubpna/US10I_PUBCOMB.seq: * 
22 : /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB . seq : * 
23 : /cgn2_6/ptodata/l/pubpna/USllA_PUBCOMB. seq: * 

24: ■ /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB. seq: * 
25 : /cgn2_6/ptodata/l/pubpna/US60_NEW_PUB . seq : * 
26 : /cgn2_6/ptodata/l/pubpha/US60_PUBCOMB . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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9 US-09-761-962-11 



Sequence 9, Appli 
Sequence 14329, A 
Sequence 24 666, A 
Sequence 624, App 
Sequence 54 6, App 
Sequence 54 6, App 
Sequence 544, App 
Sequence 544, App 
Sequence 10, Appl 
Sequence 8, Appli 
Sequence 26, Appl 
Sequence 6, Appli 
Sequence 25, Appl 
Sequence 12, Appl 
Sequence 1, Appli 
Sequence 3, Appli 
Sequence 5, Appli 
Sequence 7, Appli 
Sequence 185, App 
Sequence 1379, Ap 
Sequence 1, Appli 
Sequence 33, Appl 
Sequence 11, Appl 
Sequence 13, Appl 
Sequence 11, Appl 
Sequence 13, Appl 
Sequence 15, Appl 
Sequence 15, Appl 
Sequence 13, Appl 
Sequence 8, Appli 
Sequence 10, Appl 

Sequence 1 , Appl i 
Sequence 37, Appl 
Sequence 1, Appli 
Sequence 2 0989, A 
Sequence 7289, Ap 
Sequence 1984, Ap 

Sequence 10, Appl 
Sequence 10, Appl 
Sequence 22, Appl 

Sequence 3, Appli 
Sequence 3, Appli 

Sequence 12, Appl 
Sequence 12 , Appl 

Sequence 11, Appl 



OM nucleic - nucleic search, using sw model 



Run on: June' 23, 2005, 01:02:45 ; Search time 3105 Seconds 

(without alignments) 
514.879 Million cell updates/sec 

Title: US-09-883-839-l-GGC399_COPY_379_420 
Perfect score: 42 

Sequence: 1 acagcctgtgccctccgacc gcgcagtccctccatgatca 42 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 68479088 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 4 5 summaries 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

o, 
o 



Result Query 





NO. 


Score 


Match 


Length 


DB 


ID 


Description 


c 


1 


26 


61 


9 


256 


9 


CL148070 


CL148070 104_327 1 




2 


26 


61 


9 
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6 


CD207450 


CD207450 HS1_65_G0 


c 


3 


26 


61 


9 


520 


8 


B82759 


B82759 RPCI11-17K2 




4 


26 


61 


9 


582 


5 


BP346782 


' BP346782 BP346782 


c 


5 


26 


61 


9 


590 


9 


CL182795 


CL182795 104 394 1 




6 


26 


61 


9 


750 


7 


C0934661 


C0934 661 AGENCOURT 


c 


7 


25 


59 


5 


245 


8 


AQ488720 


AQ488720 RPCI-11-2 


c 


8 


25 


59 


5 


472 


1 


AA796337 


AA796337 vs94f07.r 




9 


24 .4 


58 


1 


718 


7 


C0928559 


C0928559 AGENCOURT 




10 


24 .4 


58 


1 


738 


7 


C0519368 


C0519368- 3530_1_12 




11 


24 


57 
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2 


BE830599 
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24 


57 


1 
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1 A ' 
X4 


23 


.6 


cr a 
3D . 


. z 


OCT 

y j / 


z 


DDI Q 1 gZ Q £Z 

or / 0 x b y b 


Dp7Q 1 ez Q (Z 

or / 0 x b y b 


cnoi C\A 9 1 Q 
bUZ X U4 Z X 0 


L- 


1 R 
X J 


23 


.4 


R R 


*7 

. / 


1 Q7 


y 


u& 0 uft y bb 


lcj jU4 y bb 


t lyx-yss - 


r* 
L. 


X D 


23 


.4 


R R 

J J . 


. / 


779 
/ / Z 


Q 

y 


RY9H1 9ftft 


RY9H1 9ftft 
J3AZ U X j O CS 


T^a n i f—v -v~ r-\ -w^ 
UallXO xTci 


C 


1 9 
J. / 


23 


R a 

b4 . 


Q 
. O 


Oil 


Q 

y 


ALj UoUb jj 


apn 0 n c r 9 


rdil LlOyl 


c 


1 ft 
Xo 


99 


ft 


b4 . 


O 

. J 


CCD 
DDO 


(Z 

b 


LUZ X 0 O ft ft 


PHO 1 Q Q A A 
L.UZ lo 0 4 4 


pyrin . pKU 


c 


1 Q 

x y 


99 


ft 


R /I 
b4 . 


O 
. J 


bUb 


b 


pDCQ 1 9 A Q 

lddo x j ft y 


pn CO 1 OyJ Q 

LDjoiJft y 


AMvjJM JM U L. : JN 


c 


z u 


99 
*s z* 


ft 


CA 

b4 . 


-5 
. J 


bUo 


(Z 

b 


ldjo uy xz 


LdjoU y Iz 


7A MOKTMT TP - M 

AfIvjJN JNUL : W 




Z X 


99 


ft 


R A 


. J 


DZ U 


X 


a t n 9 q 9 an 
auxz y 0 y u 


auiz yo y u 


n T T1 9 Q 9 Q 0. 

auxz y j y u 




9 9 

z z 


99 


ft 


CA 

b4 , 


O 
. J 


*7 9 A 
/Z4 


Q 
O 


0Z1Z lib /o 


O^OT 1 C70 

nZ»z 1 1 b / 0 


p~iTJ O *3 A "JQ1 


c 


9 9 
Z j 


99 
z z 


ft 


b4 . 


o 

. J 


7 A Q 
/ 4 O 


tr 
J 


ni T9 9 9 Q 

nuzzbooy 


oUzz bo j y 


bUj4UX4z / 




9 4. 
Z 4 


99 
z z 


ft 


b4 . 


o 

. J 


ODD 


Q 
O 


n*79 1 9 T 9 R 

dZ»Z 1 j / j j 


dZ)Z x j / j b 


LriZ 3U-zy4 


c 


9 R 

z o 


99 

Z Zt 


ft 
. o 


R /I 
b4 , 


o 

. J 


Q £* Q 

0 b y 




Lvi u y j j ft 


LV XUy J34 


AvjbJN LUUK1 




9fi 
Z D 


99 
z z 


ft 


R4 

J4 . 


9 

. J 


ft Q 1 

0 y x 


ft 


D70 fl 7 7 Q R 
OZiZ u / / O J 


T3'79m'7QR 

DiiZ u / /o b 


PUO OA /1TC 

LriZJU-4 /b 




9 9 
Z / 


9 9 
z z 


♦ D 


R "5 


Q 

. o 


/1 9 a 


c: 
j 




BY3y3833 


BY3 93833 


c 


9 Q 
Z O 


9 9 
Z Z 


(Z 


R 1 

b j . 


Q 

. o 


box 


b 


01 /Dz4 / / 


BY752477 


BY752477 


c 


9 Q 

z y 


9 9 
z z 


. 0 


R 9 


Q 

. o 


/ 4 y 


4 


biYlU4 / yjb 




/TAO/"T AAA""* 

603619007 


c 


9 n 


9 9 
z z 


A 
. <± 


R 9 


o 
. J 


J J J 


0 
0 


cci / / dz y 


CL177 52 9 


ZMMBBC03 0 


c 


j X 


9 9 
z z 


A 
• f± 


R 9 

JJ . 


o 

. J 


9 A Q 


X 


ai 0 iz uy b 


ax 0 xz uy b 


tW / /DXz . X 




9 9 
jZ 


99 


A 
. ft 


DJ . 


-5 
. J 


ICQ 

j bo 


Q 
O 


dZi j /4jby 


BZ374 359 


ie24a06 . g 


c 




9 9 


A 
. ft 


R 9 

JJ . 


-3. 
. J 


9 Q A 

j y ft 




AW4 U / 0 y Z 


AW4 u / 0 y z 


TTT UP n A 

UX -tit -BM0 




9 A 
j 4 


9 9 
Z Z 


A 
. 4 


R 9 

JJ . 


. J 


4 9 1 
4 Z X 


ft 


olVlj o^I J4 U 


O A/I 1 O *"1 /I Pi 

bM j tJz J4 U 


MEST54 8 -B 


c 


9 R 
J b 


22 


.4 


R 9 

JJ . 


. J 


A A Q 
4 4 O 


cz 
b 


Lni4z 4 Uo 


LBX4z4 (Jo 


T/ 1 PPTTI1 pi f 

K-EST0196 






22 


.4 


R 9 

jj . 


. J 


a ft n 

ft O u 


b 


pnf; 9 n ft A R 
LUDj U O U j 


UlJb J Uo Ub 


bbUy4jljri 




9 7 
j / 


22 


.4 


R 9 

JJ . 


0 

. J 


A Q 9 

ft y j 


tr 
J 


JdU4 j X U X / 


TDT I/I T 1 A 1 "7 
bU4 J X U X / 


TTT LTD T~i TiT A 

Ul -Hr -BN0 


c 


J O 


22 


.4 


R "> 
J J , 
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39 
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.4 
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.3 
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8 


' AZ620231 


AZ620231 


1M0452E19 


c 


40 


22 


.4 


53 . 


.3 


517 


6 


CA249975 


CA249975 


SCRUFL111 




41 


22 


.4 


53 . 


.3 


523 


8 


AZ436573 


AZ436573 


1M0224E21 


c 


42 


22 


.4 


53 . 


.3 


528 


2 


AW927303 


AW927303 


945008E07 


c 


43 


22 


.4 


53 . 


.3 


531 


5 


BM953664 


BM953664 


952064G02 




44 


22 


. 4 


53 . 


.3 
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5 


BP267205 


BP267205 


BP267205 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: June 22, 2005, 11:48:18 ; Search time 793.33 Seconds 

(without alignments) 
2504.208 Million cell updates/sec 

Title: US-09-883-839-l-C279_COPY_259_299 
Perfect score: 41 

Sequence: 1 ccttggcgtactcaagttgc ccccagcacccagccccggt 41 

Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 9416466 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : GehEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb_om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gbjpl : * 


9 




gb pr : * 


10: 


gb_ro : * 


11 : 


gb__sts : * 


12 : 


gb_sy : * 


13: 


gb un : * 


14 : 


gb vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


39.4 


96. 1 


305 


9 


HS0PRMI1 


AF024515 Homo sapi 


2 


39.4 


96. 1 


1182 


6 


AX280923 


AX280923 Sequence 


3 


39.4 
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6 
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AX280921 Sequence 
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7 Q 
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. ft 
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D 


Tvpi OfiO 1 7 
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11 


7°/ 
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1 
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y 
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12 


j ^ 


4 
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9 1 
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1 7 
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APT ft 1 771 Co^T^^ST^r , ^s 




X O 




_ 4 


J o . 




X O Zi 


D 


adi ft 99 
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1 ft 
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X u 


AV_ X Z X O ft / 


APT Ol Q>1 O Mi i n rm i i 

Av^xzXoft / jyius muscu 
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. 0 


115793 


9 


AC104115 


Ari0411S Homo cj^ni 




40 


24 


.6 


60. 


. 0 


149006 


9 


AC122713 


AC122713 Homo sapi 




• 41 


24 


.6 


60. 


. 0 


170803 


2 


AC016155 


ACO 16155 Homo sapi 


c 


42 


24 


.2 


59. 


. 0 


214314 


2 


AC121185 


AC121185 Rattus no 




43 


24 


.2 


59. 


. 0 


239795 


2 


AC130114 


AC130114 Rattus no 




44 




24 


58. 


.5 


717 


11 


BV209142 


BV209142 CLECSF13_ 


c 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: June 22, 2005, 11:48:18 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



Search time 279.437 Seconds 
(without alignments) 
868.566 Million cell updates/sec 



US- 09-883 -839- 1 -C279_COPY_259_2 99 
41 

1 cct tggcgtactcaagt tgc ccccagcacccagccccggt 4 1 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



8780412 



4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first '45 summaries 

Database : N_Geneseq_16Dec04 : * 

1: geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5: geneseqn2001bs : * 

6: geneseqn2002as : * 

7: geneseqn2002bs: * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 

10: .geneseqn2003cs : * 

11: geneseqn2003ds : * 

12 : geneseqn2004as : * 

13: geneseqn2004bs : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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) . 
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Match 


Length 


DB 


ID 


Description 
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39.4 


96. 1 


1176 


8 


AAD50855 


Aad50855 Human mu 


3 


39.4 
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5 


.39.4 


96. 1 


1197 


8 


AAD50857 


Aad50857 Human mod 





b 


*3 Q 

j y 


. 4 


qc; 

JO . 


x 


xz uu 


1.3 


a no a q "3 n 

AJJK4 4 O J U 


Aur44oju riunian hum 




1 


j y 


. 4 


yb . 


i 


XZ uu 


1 J 


a nD /iyi on 
AJJK4 4oJ / 


Aar44oJ / HUMUK muc 




Q 
O 


j y 


A 

- 4 


yo . 


i 
i 


i 9 n ^ 

Xz Uj 


c 
_) 


Ad 1 y o U 1 z 


Ajjiyouiz Non-enaog 




y 


j y 


. 4 


yb . 


X 


Xz 4 3 


c 
b 


ADCR/I Q 1 3 

Abbb4 o 1 J 


ADSb4oU CUiNA eriCO 




1 u 


"3 Q 

o y 


A 

. 4 


yb . 


X 


1 3QQ 

Uoo 


1 U 


ALaj4zz bl 


Aag4zzbi Mu-opioia 




J. 1 


0 Q 

j y 


. 4 


yb . 


X 


1 A "3 T 
X 4 J X 


c 
b 


AOCC/ Ql O 


ADSb4olz CUNA enCO 




1 0 
1Z 


"3 Q 

j y 


A 


yb . 


X 


"1 A (Z A 


X \) 


,rt.JJo4Z Z DU 


Ady4zzbu i v iu - opioia 






-3 y 


A 
. 4 


yb . 


X 


1/173 
X % f 3 


c 
b 


adoD4 c3 x b 


ADSo4oib cuina enco 




X*i 


j y 


. 4 


yb . 


X 


X O X u 


z 


AAvt3 y z z b 


AdQoyzzo Hutuan inu 




X b 


"3 Q 

j y 


. 4 


yb . 


X 


Xb x u 


o 


AAACQCn*3 


AasbybUo cuma enco 




1 C 
1 O 


0 Q 

j y 


. 4 


yb . 


X 


x b x u 


1 J 


A T^D 4 /I OOI 

ADK4 4 o O 1 


Adr4 4881 Human mu- 




1 / 


"3 Q 

j y 


. 4 


Q C 

yb . 


X 


z X4 y 


c 
b 


Aobb4o lb 


ADSb4olb C1JNA enCO 




1 Q 

lo 


0 Q 


A 

. 4 


yb . 


X 


z x b u 


z 


AA^y o 1 Uz 


A —i Ar AOT AO LI, i m — s « mi i 

Aaqyjiuz Human mu 




iy 


,3y 


. 4 


Q C 

yb . 


1 


z 1 bz 


z 


A A T 7C 1 Q Q C 

AAVbly y b 


Aav61995 Human mu- 




o a 
zU 


*3 Q 


A 

. 4 


Q C 

yo . 


1 


z xbz 


z 


A A T 7C T Q O C 

AAVbl 986 


Aav61986 Human mu- 




O 1 
z 1 


O Q 

3y 


. 4 


Q C 

yo . 


, 1 


z lbz 


z 


A A T 7C 1 Om 

AAV6 1 9 9 1 


Aav61991 Human mu- 




o o 


O Q 

^y 


. 4 


yb . 


1 


z xbz 


z 


A A T 7C 1 Q O O 

AAVbly oo 


Aav61988 Human mu- 




O 1 

ZJ . 


,5 y 


A 

. 4 


yb . 


1 


z 1 bz 


z 


A A T 7C T Q O /I 

AAVbly o4 


Aav61984 Human mu- 




O yl 

Z4 


,3 y 


. 4 


Q C 

yo . 


1 


z lbz 


z 


A A T 7C T Q O /l 

AAVbly y4 


Aav61994 Human mu- 




o c 

ZD 


"3 Q 

,3 y 


A 

. 4 


q c 

y b . 


1 


z Xbz 


z 


A A T 7C TOOT 

AAVbiyo / 


Aav61987 Human mu- 




o c 

Zb 


"3 Q 

,3 y 


. 4 


y o . 


, 1 


Tiro 

z lbz 


z 


A A T 7C TOGO 

AAvb iy yz 


Aav61992 Human mu- 




O "7 
z / 


O Q 

j y 


A 

. 4 


q c 

yb . 


, X 


z lbz 


o 
z 


A A t 7C 1 QQn 

AAvb i y y u 


Aav61990 Human mu- 




O Q 
Z O 


"3 Q 

j y 


A 

. 4 


q c 

yb - 


. 1 


z lbz 


o 
z 


A A T 7C T Q Q ~) 

AAvb iy yj 


Aav61993 Human mu- 




O Q 

z y 


"3 Q 

o y 


. 4 


Q C 

yb . 


. X 


z 1 bz 


z 


A A T 7C 1 Q O C 

AAvb 1 yob 


Aavbiyob Human mu- 




6 V 


"3 Q 

j y 


♦ 4 


yb . 


. X 


z Xbz 


z 


A A T 7C 1 Q O Q 

AAvbiyoy 


Aav6198 9 Human mu- 




o i 


0 Q 

j y 


. 4 


Q C 

yb . 




z lbz 


.3 


AAZo o4 / U 


Aaz88470 Human mu 




0 o 
J z 


0 Q 

o y 


. 4 


Q C 

yb . 


1 


z lbz 


c 
D 


AbK14 y b-3 


ADK14 953 Human mu 




,3 -3 


"3 Q 

o y 


A 

. 4 


yb - 


, X 


zlbz 


Q 

o 


AD7/I OCOT 

AbZi4zby / 


ADZ42 697 Human opi 




"3 A 

o4 


"3 Q 

j y 


/I 

. 4 


Q C 

yb . 


: 1 


z lbz 


1 0 


AJJLz lb J4 


Aac21534 Human DNA 




o c 
J b 


O Q 

j y 


A 

. 4 


Q C: 

yb . 


. X 


zlbz 


1 0 


A OA C /*" T O 1 

ACA56781 


Aca56781 Human sig 




"3 £Z 


"3 Q 

j y 


. 4 


Q C 

yb . 


-I 

. 1 


z lbz 


1 o 

1 z 


ALU bbb / / 


Aai56577 Human pol 




1 H 

O l 


"3 Q 

j y 


. 4 


yb . 


1 

. 1 


zlbz 


lz 


A T^r^ O A A 1 "3 


A^aOAAT O tt, , _ __ /-* t-\ /-l 

Aao3 0ui3 Human GPC 




~K ft 


39 


.4 


Z> D . 


. X 


Z Z I 


Q 

C3 


A A nc 1 TTC 

hj\uo x z z b 


Aaubizzb Human Kbjyi 




"3 Q 

j y 


39 


.4 


Q 

yb . 


. 1 


Q /l O C 

y4z^b 


13 


ADR4 4 83 5 


Aar44835 FIV opioi 


c 


40 


39 


.4 


96. 


. 1 


9569 


13 


ADR44842 


Adr44842 FIV-NSE-H 




41 


39 


.4 


96. 


. 1 


10472 


13 


ADR44 876 


Adr44876 Plasmid p 


c 


42 


28 


.2 


68. 


.8 


6494 


6 


ABL33393 


Abl33393 Human imm 


c 


43 


28 


.2 


68. 


.8 


6494 


6 


AAD28391 


Aad28391 Human che 


c 


44 


25 


61. 


.0 


73148 


12 


ADQ97837 


Adq97837 Mouse can 




45 


24 


58. 


.5 


1149 


6 


ABX13057 


Abxl3057 Human MOR 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



June 22, 2005, 11:48:18 ; Search time 81.4029 Seconds 

(without alignments) 
824.139 Million cell updates/sec 

US-09-883-83 9-l-C279_COPY_259_299 
41 

1 ccttggcgtactcaagttgc ccccagcacccagccccggt 41 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2405568 



Database : lssued_Patents_NA: * 

1: /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_C0MB. seq: * 

4 : /cgn2_6/ptodata/l/ina'/6B_COMB. seq: * 

5 :' /cgn2_6/ptodata/l/ina/PCTUS_COMB . seq : * 
6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



June 22, 2005, 11:48:19 ; Search time 380.544 Seconds 

(without alignments) 
668.805 Million cell updates/sec 

US-09-883-839-l-C279_COPY_259_299 
41 

1 ccttggcgtactcaagttgc ccccagcacccagccccggt 41 



Scoring table: I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



6054689 seqs, 3103772919 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



12109378 



Database : 



Publ i shed_Appl icat ions_NA :■ * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 
22 
23 
24 
25 
26 



/cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 
/cgn2_6/ptodata/2/pubpna/PCT_NEW__PUB. seq: * 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 0 6_NEW_PUB . s eq : * 
/cgn2_6/ptodata/2/pubpna/US06_PUBCOMB . seq : * 
/cgn2_6/ptodata/2/pubpna/US07_NEW_PUB . seq : * 
/cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB . seq: * 
/cgn2_6/ptodata/2/pubpna/US08_NEW_PUB . seq : * 
/cgn2_6/ptodata/2/pubpna/US08_PUBCOMB . seq : * 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 0 9A_PUBCOMB .seq:* 
/cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB . seq 
/cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB . seq 
/cgn2__6/ptodata/2/pubpna/US10C_PUBCOMB . seq 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 D_PUBCOMB . s eq 
/cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB . seq 
/cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB . seq 
/cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB . seq 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 H__PUBCOMB . s eq 
/cgn2_6/ptodata/2/pubpna/US10I_PUBCOMB . seq 
/cgn2_6/ptodata/2/pubpna/US10_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/USHA_PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/USll_NEW_PUB. seq 
/cgn2_6/ptodata/2/pubpna/US60_NEW_PUB . seq 
/ cgn2_6 /p t oda t a / 2 /pubpna / US 6 0_PUBCOMB . s eq 



Pred. No. is the number of results predicted by chance to have .a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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-083 


-25 


Sequence 


25, Appl 




J. / 


39 


.4 


y b . 


1 

. X 


1 AH1 
X ft / O 


X ft 


T TQ . 
Ub 


-in 
x u 


_ no n 
- Uo u 


-917 


-13 


Sequence 


13, Appl 




1 ft 
X o 


39 


.4 


j b . 


1 ■ 

. X 


9 1 4 Q 
Z X ft j 


' 1 A 
X ft 


T TQ 
Ub 


_in 
- x u 


no n 
- Uo u 


-917 


-12 


Sequence 


12, Appl 




X J 


39 


.4 


j o . 


1 

■ X 


9 "1 £9 

Z X O z 


X X 


T TQ 
Ub 


-HQ 
\J y 


- ft ft i 


-839 


-1 


Sequence 


1 , Appl i 




z u 


39 


.4 


jb . 


1 

. X 


91^9 
Z X OZ 


X X 


T TQ 
Ub 


- u y 


-OOJ 


-839 


-5 


Sequence 


5 , Appl i 




9 1 
z X 


39 


.4 


yb . 


, X 


9 "I £9 
Z X bZ 


X X 


T TC 
Ub 


n q 
- u y 


ft Q "5 


-839 


-7 


Sequence 


1, Appli 




9 9 
Z Z 


39 


.4 


yb . 


1 

. X 


z x bz 


1 1 
X X 


T TC 
Ub 


n q 
- u y 




-839 


-8 


Sequence 


8 , Appl i 




9 7 
Zo 


39 


.4 


yb . 


, X 


Ol (TO 

z x bz 


ID 


T TC 

Ub 


i n 
- x u 


- Z Z J 


-567A-185 


Sequence 


185, App 




94 
Z ft 


39 


.4 


jo . 


, X 


9 1 £9 

z x bz 


x / 


T TC 

Ub 


i n 
- x u 


OAR 


-720 


-1379 


Sequence 


1379, Ap 




9 R 
Z 3 


39 


.4 


yb . 


, X 


9 T C 9 
Z X bz 


9 1 

z X 


T TC 

Ub 


i n 
- x u 


-DUU 


-050 


-1 


Sequence 


1 , Appl i 




9 £ 
Z D 


39 


.4 


yb . 


. X 


z x b _> 


X X 


T TC 
Ub 


n q 
- u y 


"OOJ 


-839 


-9 


Sequence 


9, Appli 




9 7 
Z / 


39 


.4 


Q c 

yb . 


. X 


z z / y 


9 1 
Z X 


T TC 

Ub 


- XU 


-4 / / 


-714 


-33 


Sequence 


33, Appl 


c 


9 Q 
Z O 


28 


.2 


DCS . 


Q 

O 


54 y 4 


X D 


T TC 

Ub 


- iU 


- 311 


-455 


-1366 


Sequence 


1366, Ap 




9 Q 

z y 


24 


DO . 


. D 


x X4 y 


y 


T TO i 

Ub- 1 


j y - 


a o ~) i 

y y J - i 


844- 


10 


Sequence 10, Appl 




^ n 


24 


co 
_>o . 


c 

. D 


x xft y 


9 ~i 

zo 


T TC 

Ub 


-XX 


- Uz b 


-435 


-10 


Sequence 


10, Appl 




^ 1 
_> j. 


24 


J o . 


C. 

■ J 


1 o-}q 
x z o y 


X ft 


TTC 
Ub 


-i n 

1U 


- nft n 


-917 


-10 


Sequence 


10, Appl 




32 


24 


58. 


. 5 


1618 


10 


US 


-09 


-841 


-720 


-1 


Sequence 


1, Appli 




33 


24 


58. 


. 5 


1618 


10 


us 


-09 


-841 


-720 


-3 


Sequence 


3, Appli 


c 


34 


23 


.6 


57. 


, 6 


654 


13 


us 


-10 


-027 


-632 


-128080 


Sequence 


128080, 


c 


35 


23 


.6 


57. 


. 6 


654 


17 


us 


-10 


-027 


-632 


-128080 


Sequence 


128080, 


c 


36 


23 


.6 


57. 


. 6 


884 


13 


us 


-10 


-027 


-632 


-128079 


Sequence 


128079, 


c 


37 


23 


.6 


57. 


. 6 


884 


17 


us 


-10 


-027 


-632 


-128079 


Sequence 


128079, 




38 


23 


.6 


57. 


. 6 


23825 


17 


us 


-10 


-085 


-117 


-166 


Sequence 


166, App 


c 


39 


23 


.4 


57. 


. 1 


2245 


19 


us 


-10 


-437 


-963 


-33929 


Sequence 


33929, A 




40 


23 


.2 


56. 


.6 


3787 


10 


us 


-09 


-930 


-213 


-284 


Sequence 


284, App 


c 


41 


22 


.6 


55. 


. 1 


3241 


13 


us 


-10 


-027 


-632 


-115314 


Sequence 


115314, 


c 


42 


22 


.6 


55. 


, 1 


3241 


17 


us 


-10 


-027 


-632 


-115314 


Sequence 


115314, 


c 


43 


22 


.4 


54, 


.6 


591 


19 


us 


-10 


-437 


-963 


-80051 


Sequence 


80051, A 




44 


22 


.4 


54. 


,6 


1332 


14 


us 


-10 


-185 


-083 


-22 


Sequence 


22, Appl 




45 


22 


.4 


54 . 


.6 


1334 


9 


us-< 


09-' 


761- ( 


962-; 


3 


Sequence 3, Appli 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



June 22, 2005, 11:48:18 ; Search time 2429.15 Seconds 

(without alignments) 
642.461 Million cell updates/sec 

US-09-883-839-l-C279_COPY_259_299 
41 

1 ccttggcgtactcaagttgc ccccagcacccagccccggt 41 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -process ing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



68479088 



Database : 



EST: * 

gb 
gb 
gb 
gb 
gb 
gb 
gb 
gb 
gb 



estl : * 
est2 :* 

htC : * 

est3 : * 

est4 : * 

est5:* 
est6:* 
gssl : * 
_gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 





NO. 


Score 


Match 


Length 


DB 


ID 


Description 




1 


39 


4 


96 


1 


582 


5 


BP346782 


BP346782 BP346782 




2 


39 


4 


96 


1 


750 


7 


C0934661 


C0934661 AGENCOURT 


c 


3 


36 


2 


88 


3 


520 


8 


B82759 


B82759 RPCI11-17K2 




4 


36 


2 


88 


3 


718 


7 


C0928559 


C0928559 AGENCOURT 


c 


'5 


29 


8 


72 


7 


525 


8 


AQ767579 


AQ767579 HS_3206_A 


c 


6 


23 


6 


57 


6 


334 


1 


AA372004 


AA372004 EST84101 


c 


7 


23 


6 


57 


6 


534 


2 


BE503927 


BE503927 hz52a02.x 




8 


23 


6 


57 


6 


792 


5 


BU525431 


BU5254 31 AGENCOURT 




9 


23 


4 


57 


1 


507 


5 


BY417585 


BY417585 BY417585 



c 


T ft 

1 u 


7 7 A 
Z J . 4 


D / . 


T 

. X 


D4o 


± 


AA1 y bz Iz 




X X 


z o . z 


D D . 


CL 

■ O 


9 R9 

Z D Z 


A 
ft 


DMA Q ftQ'79 

Di v ift o u y / z 




1 9 
X Z 


9 7 9 
Z J . z 


D D . 


■ o 


£77 
o J / 


7 
1 


PMC O Q7 9£C 
V_1N D z y J Z D 




X Z> 


9 7 9 
Z j . Z 


D D . 


. o 


ODD 


z 


HT7£9 ftQ77 




X fi 


9 7 9 
Z j . Z 


DO . 


o 


o / / 


/ 


OT77A QC 7A 

Lr / 4 y D /4 


c 


X 3 


9 7 9 
Z J . Z 


3D . 


/r 

. o 


7 A 7 


1 


pvo A 7 7 A Q 
A.O 4 / j 4 y 




1 D 


9 7 9 
Z j . Z 


R£ 

JO . 


. o 


7£ R 
/ o D 


/ 


PM C *3 Q O ft ft 

L-iN D J y z 0 u 




1 7 
X / 


9 7 9 


DO . 


O 


77ft 


D 


oUbl JooD 




xo 


O 7 9 
Z J . Z 


c. c 

JO . 


. b 


7 Q 1 


/ 


cc\a o i c i ft 
LU4 J JLblU 




1 Q 
X J 


9 7 9 
Z J . Z 




D 


ft m 
O U X 


T 

/ 


v,r / J y / b D 




O ft 

z U 


O 7 7 
Z J . Z 


C CL 
DO . 


. b 


y z d 


D 


dUjz j4jz 




Z X 


9 7 9 

Zj . z 


D b . 


. b 


Q£7 

y o / 


D 


DI TC ft 1 C 7 ft 


c 


9 0 

z z 


9 7 9 
ZJ . Z 


C c 

D b . 


. b 


Q Q A 

y y fi 


"7 


pmn a Ada 
L.U / Z b4 bb 




9 "5 
Z J 


7 7 9 
Zo . z 


D b . 


. b 


x x x b 


c 
D 


nv 1 1Z A A "\ Q 

nAJb44 iy 




9 A 
Z ft 


7 7 9 

zo . z 


DO . 


. b 


7 9 ft A 


Q 

y 


A VA 1 CT1 Q 

AY4 Id / lo 




9 c. 
Z D 


7 7 
Z J 


Db . 


. 1 


do y 


4 


DJY14 J y Dbb 




9 C 
Z D 


9 7 
ZJ 


Do . 


. X 


CQQ 

d y o 


Q 

y 


Ctj4 Dbz 1 b 




0 7 
Z / 


9 7 
ZJ 


Do . 


. X 


boo 


1 


LUbbbz / y 




O Q 
Z O 


ZJ 


c a 
Db . 


, 1 


/bo 


Q 

y 


PPC TOO/TO 

lld /yybo 


c 


z y 


z J 


c a 

DO , 


. 1 


obb 


FT 

D 


otjo /y /z4 




ft 


ZZ . D 


c c 

DD . 


. 1 


DZ D 


b 


UAo 1 / Uo U 


c 


d X 


zz . b 


c c 
DD . 


. 1 




Z 


"DD/TCOO/1 yl 

bhsDbyz44 


c 


7 o 
JZ 


9 9 C 
ZZ . b 


D D . 


1 

. X 


£T O A 

bZft 


D 


oU / U-3z b y 


c 


J J 


zz . b 


c c 

D d , 


n 

. 1 


bz o 


/ 


LvJlUz-i4o 


c 


"3 A 
j4 


9 9 £ 

zz . b 


D D , 


> X 


bb l 


D 


DI /4b / oz 


c 


O D 


9 9 C 

zz . b 


R C 

D D , 


> X 


7ft9 

/ uz 


n 
1 


\jj i u y / o i 




J D 


9 9 C 

zz . b 


R C 

3 D , 


. X 


1 ft 9 Q 

i uz y 


Q 

y 


PMC ft 1 ft 1 W 


c 


7 n 


9 9 A 
ZZ . ft 


R A 
D4 , 


. b 


7 A 7 


b 


L^cs Z 4 4 y 




7 Q 

o o 


7 7 A 
ZZ . 4 


C A 


. b 




r 
D 


Lo J 3 UD 




39 


22 . 4 


54 , 


. 6 


4 07 


5 


BY004651 


c 


40 


22 .4 


54 . 


.6 


441 


9 


AB060342 




41 


22.4 


54 . 


.6 


505 


7 


C0615856 




42 


22 .4 


54 , 


.6' 


526 


7 


C0681394 




43 


22 .4 


54 , 


.6 


540 


7 


CK619447 




44 


22 .4 


54 , 


.6 


560 


7 


CO697082 




45 


22 .4 


54 , 


.6 


581 


7 


CO705739 



AA196212 zp98a04.r 
BM480972 532708 MA 
CN529326 UI-M-HQO- 
BB620973 BB620973 
CF749574 UI-M-HJ0- 
CK847349 969981 MA 
CN539280 UI-M-HU0- 
BU613885 UI-M-EW0- 
CO431610 UI-M-HX0- 
CF739765 UI-M-HD0- 
BU5234 52 AG EN COURT 
BU503530 AG EN COURT 
C0726466 ILLUMIGEN 
BX364419 BX364419 
AY4 15718 Mus muscu 
BM439566 pgrlc.pkO 
CE456216 tigr-gss- 
C0666279 IX533-15gl 
CC579968 CH240_374 
BQ879724 AGEN COURT 
CA817080 CA12EI202 
BB659244 BB659244 
BU703269 UI-M-FDO- 

CO102348 GR Eb002 

BY745782 BY745782 

CO109781 GR Eb004 

AL098413 Drosophil 
C82449 C82449 rabb 
C83305 C83305 rabb 
BY004651 BY004651 
AB060342 Homo sapi 
C0615856 DG9-15011 
C0681394 DGll-129h 
CK619447 mk24c05.y 
CO697082 DG32-108i 
CO705739 DG32-3o23 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



June 22, 2005, 11:48:18 ; Search time 793.33 Seconds 

(without alignments) 
2504.208 Million cell updates/sec 



JTitle: 

Perfect score: 
Sequence : 



US-09-883-839-l-A336_COPY_316_356 
41 

1 cccacttagatggcaacctg ccgacccatgcggtccgaac 41 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4708233 seqs, 24227607955 residues 

Total number of hits- satisfying chosen parameters: 9416466 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : GenEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb_om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11 : 


gb_sts : * 


12: 


gb_sy : * 


13: 


gb un : * 


14 : 


gb vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


39 


4 


96 


1 


305 


2 


39 


4 


96 


1 


520 


3 


39 


4 


96 


1 


1182 


4 


39 


4 


96 


1 


1203 



9 HSOPRMI1 AF024515 Homo sapi 

11 G53082 G53082 SHGC-84785 

6 AX280923 AX280923 Sequence 

6 AX280921 AX280921 Sequence 



b 


jy 


. 4 


a f 

96 . 


, 1 


1 O A ~> 

1203 


9 


AF286024 


AF286024 Macaca mu 


D 


*3 Q 

jy 




y© . 


1 


Iz U J 


Q 

y 


Al DZ 1 Uzo 


AiDziuzo Horno sapi 


/ 


jy 


A 


Q tZ 

y 6 . 


1 


1 O Q *3 

izyj 


y 


dlu /4 y z / 


BL074927 HOTTIO Sapl 


Q 
O 


"3 Q 

j y 


. 4 


q a 

yb . 


1 




Q 

y 


AVH 3C03 


AiUJbbzj HOTTiO Sapl 


Q 

y 


jy 


. 4 


yb . 


1 


1 TQQ 

i j y y 


y 


ai u jo yay 


AY038989 Macaca ra 


1 A 

1 u 




. 4 


yb . 


1 


i a a a 
14 b4 


Q 

y 


Ai u J bbzz 


AiU-ibb22 nOTTlO Sapl 


i i 


jy 


A 

. 4 


yb . 


1 


~i ACQ 
14 bcs 


Q 

y 


a V3 d A 9 "3 A 

Ai J b4 z j U 


Ai jb4zju Homo sapi 


1 9 
1 Z 


o y 


A 

. 4 


yb , 


1 


ici n 
lO 1 u 


b 


AK1 Ub U 1 / 


AKiubui / bsquence 


1 "3 
lo 




. 4 


yb . 


1 


1 b 1 U 


y 


TIT TMAD T ATHA 

riUFUJirlUl DA 


Li2 93 0i Homo sapi en 


1 A 

14 


*3 Q 

jy 


A 

. 4 


yb . 


1 


z IbU 


b 


/ 2 b 0 6 y 


CQ725069 Sequence 


1 D 


jy 


. 4 


y 6 . 


1 


Z 160 


(Z 

6 


7v n i tz ^ t\ a a 

AR 162 044 


AR162044 Sequence 


lb 




. 4 


y© . 


. 1 


z Ibz 


tz 
6 


A O "7 T O 1 

A8778 1 


A87781 Sequence 7 


1 / 


jy 


A 

. 4 


Q fZ 
96 . 


. 1 


z lbz 


(Z 

6 


AR 181331 


AR181331 Sequence 


T O 

18 


1 a 


. 4 


a tz 

96 . 


. 1 


2162 


6 


AR1822 95 


AR182295 Sequence 


l 9 


39 


. 4 


96 . 


, 1 


2162 


6 


AR2 7 08 16 


AR270816 Sequence 


~ a 
2 0 


1 A 

jy 


. 4 


A tZ 

96 . 


1 


O 1 tz o 

2162 


6 


AR3 0123 0 


AR301230 Sequence 


2 1 


3y 


. 4 


a tz 

96 . 


1 


2162 


6 


AX548900 


AX548900 Sequence 


zz 


"3 Q 

o y 


. 4 


yb - 


1 


z lbz 


A 

y 


TJT TTV/IM/~\*D T V 

HUMIYKJKIa 


T~ ItTTTA 11.. _- . * *. . ^_ 

L2 5119 Human Mu op 


Z-5 


3y 


A 

. 4 


Q tZ 

96 . 


. 1 


O 1 O O A 

8388 9 


9 


iv VC Q ~1 ~1 tZ A 

AY587764 


AY587764 Homo sapi 


C 2 4 


3y 


. 4 


96 . 


. 1 


Q tZ *3 T A 
96310 


9 


Ti.T'X'^tZAAA 

AL136444 


AL136444 Human DNA 


2 b 


3y 


/J 

. 4 


Q tZ 
96 . 


. 1 


T O O A /I O 

182 04 8 


2 


AOAOT/1 *5A 

AC027439 


AC027439 Homo sapi 


C ZD 


"3 Q 

j y 


. 4 


yb . 


1 


1 QT3Q1 


z 


AOAOT "7/1 C 

ALU21 /4b 


AC021745 Homo sapi 


Z / 


3 / 


o 
- O 


92 . 


Z 


i /I i r 

14 1b 


4 


n rpT TO Ci iZ "~l "~3 

BTU8 9677 


U89677 Bos taurus 


Z O 


"3 H 


Q 
. O 


Q 9 

yz . 


o 
z 


14 /o 


y 


OCT TT OC/TQ 

HbU12bby 


U12 569 Human mu op 


z y 


36 


. Z 


o o 


3 


1 T 1 A 

1710 


T A 

10 


AY166606 


AY166606 Cavia por 


*3 a 


"3 R 


. 4 


ob - 




,5 /by 


A 

y 


At lb3 b00 


AF153500 Homo sapi 


"3 i 
J 1 




33 


O A 

8 0 . 


r- 

. b 


1332 


T A 

10 


AF3468 13 


AF346813 Mus muscu 


JZ 




3 3 


o a 
8 0 . 


. b 


1334 


6 


AR2 6938 6 


AR269386 Sequence 






T "3 


Q A 


c 

. D 


1 1 ~3 A 


1 A 

1U 


Ar U / 4 y / J 


AF074973 Mus muscu 


J4 




33 


8 0 . 


. b 


~y ~> a tz 

1346 


6 


AR2 693 95 


AR269395 Sequence 


J b 




33 


80 . 


. 5 


~\ ~y a /Z 

1346 


T A 

10 


AF167566 


AF167566 Mus muscu 


ob 




i o 


0 A 

8 U - 


. b 


i ~) tz rr 

136b 


6 


AR2 693 94 


AR269394 Sequence 


J / 




"3 "3 


O A 

8 0 . 


. b 


T "3 zr cr 

136b 


T A 

10 


TV ri 1 tZ ^1 C tZ C 

AF167565 


AF167565 Mus muscu 


Jo 




33 


O A 

80 . 


. 5 


1373 


10 


AY160190 


AY160190 Mus muscu 










tr 

. o 


1 4 Z J 


D 


AKZ D y J O 4 


AKzbyjo4 bequence 


40 




33 


80. 


.5 


1423 


10 


AF062753 


AF062753 Mus muscu 


41 




33 


80. 


5 


1438 


10 


AF346812 


AF346812 Mus muscu 


42 




33 


80. 


.5 


1440 


10 


AF260306 


AF260306 Mus muscu 


43 




33 


80. 


.5 


1440 


10 


AF400246 


AF400246 Mus muscu 


44 




33 


80. 


.5 


1500 


10 


AF346814 


AF346814 Mus muscu 


45 




33 


80. 


.5 


1542 


6 


AR269387 


AR269387 Sequence 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



June 22, 2005, 11:48:18 ; Search time 279.437 Seconds 

(without alignments) 
868.566 Million cell updates/sec 

US-09-883-839-l-A336_COPY_316_356 
41 

1 cccacttagatggcaacctg ccgacccatgcggtccgaac 41 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq. length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



8780412 



Database : 



N_Geneseq_16Dec04 : 

1: geneseqnl980s 

2: geneseqnl990s 

3: geneseqn2000s 

4: geneseqn2001as 

5: geneseqn2001bs 

6: geneseqn2002as 

7: geneseqn2002bs 

8: geneseqn2003as 

9: geneseqn2003bs 

10 : geneseqn2003cs 

11 : geneseqn2003ds 

12 : geneseqn2004as- 

13 : geneseqn2004bs 



: * 
: * 
: * 
. * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: June 22, 2005, 11:48:18 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Search time 279.437 Seconds 
(without al ignments ) 
868:566 Million cell updates/sec 



US- 09-883 -839 -l-A336_COPY_316_356 
41 

1 cccacttagatggcaacctg ccgacccatgcggtccgaac 41 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



8780412 



Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4: geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7: geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 

10 : geneseqn2003cs : * 

1 1 : geneseqn2 0 03ds : * 

12 : geneseqn2004as : * 

13: geneseqn2004bs : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 



> . 
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Length 


DB 


ID 


Description 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



June 22, 2005, 11:48:18 ; Search time 81.4029 Seconds 

(without alignments) 
824.139 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-883-839-l-A336_COPY_316_356 
41 

1 cccacttagatggcaacctg ccgacccatgcggtccgaac 41 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 



1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 



2405568 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100%. 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB.seq: * 

6 : /cgn2_6/ptodata/l/ ina/backf ilesl . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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7 
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08 
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7 


I TC _ 
• UO 


08 
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- X U O 3 
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3 , Appl i 




9 1 
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9 1 4 
J X . 4 


7£ 


. b 


1 C 1 Q 
X D X O 


J 


T TC 


08 


-120 


a n i q i 
- b U Id- X 
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1 , Appl i 
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08 
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3 , Appl i 
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/ D . 
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b 
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1 , Appl i 
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3 , App 1 i 
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1 D , App 1 
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. b 
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1 
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n d 
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1 , App 1 i 


c 


9 ft 
Z O 
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7 7 




T TC 


09 
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- xy o - / 
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c 


9 Q 
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7 9 

/ z . 
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09 
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o 
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09 
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7 
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09 
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6 , Appl i 
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ft 
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c 
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ft 
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c 
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n 
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ft 
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09 
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Id /U 1 , A 


c 
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D U . 


n 

. 1 
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/I 
ft 
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09 
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1 O O A A A 

1do4 U , A 
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D / 
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Q 
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ft 
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09 
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DDD, App 




7 Q 
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Q 
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4 
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Ub - 


09 
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Q Q 1 A CIC 

-yy 1A-D /b 
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576, App 




9 Q 


9 0 9 
Z \J . z 


4 Q 

ft j . 


7 

. D 


9 9 Q R 

JZ JJ 


A 


T TC 
Ub 


10 


-101 


/l CL 4 A 4 C 7 


bequence 


A d 7 A t-\t-n 
4 b D , App 


c 


40 


20 


48 . 


.8 


. 3479 


4 


us- 


08 


-994 


-689C-3 


Sequence 


3, Appli 




41 


20 


48. 


.8 


5077 * 


2 


us- 


08 


-687 


-956A-22 


Sequence 


22, Appl 


c 


42 


20 


48. 


.8 


5276 


4 


us- 


08 


-994 


-689C-9 


Sequence 


9, Appli 


c 


43 


20 


48 , 


.8 


7664 


4 


us- 


08 


-994 


-689C-10 


Sequence 


10, Appl 


c 


44 


19.8 


48 , 


.3 
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4 
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09 


-949 


-016-187883 


Sequence 


187883, 


c 


45 


19.8 


48 , 


.3 


601 


4 


us- 


09 


-949 


-016-187884 


Sequence 


187884, 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score.- 
Sequence : 

Scoring table: 



June 22, 2005, 11:48:19 ; Search time 380.544 Seconds 

(without alignments) 
668.805 Million cell updates/sec 

US-09-883 -839-1 -A336_COPY_316_356 
41 

1 cccacttagatggcaacctg ccgacccatgcggtccgaac 41 

I DENT I TY_NUC 

Gap'op 10.0 , Gapext 1 . 0 



Searched: 6054689 seqs, 3103772919 residues 

Total number of hits satisfying chosen parameters: 



12109378 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



Publ ished_Appl ica t ions_NA : * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB . seq : * 

2 : 7cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq: * 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 

6 : / cgn2_6 /p t oda t a / 2 /pubpna / PCTUS__PUBCOMB . s eq : 

7 : /cgn2__6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 
8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 
9 : /cgn2_6/ptodata/2 /pubpna /US 09A_PUBCOMB . seq : 
10: / cgn2_6 /p t oda t a / 2 /pubpna /US 0 9B_PUBCOMB . s eq 
11: / cgn2_6 /p t oda t a / 2 /pubpna / US 0 9 C_PUBCOMB . s eq 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: 
13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB . seq 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB . seq 
15: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 C_PUBCOMB . s eq 
16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq 
17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq 
18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB . seq 
19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB. seq 
20: /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB. seq 
21 : /cgn2_6/ptodata/2/pubpna/US10I_PUBCOMB. seq 
22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB.seq:* 
23 : /cgn2_6/ptodata/2/pubpna/USHA_PUBCOMB . seq: * 
24: / cgn2_6 /pt oda t a / 2 /pubpna / US 1 1_NEW_PUB . s eq : * 
25 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB. seq: * 
26 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Cprrnpnpp 


1 1 Annl 

XX, x 


35 




33 


80 . 


. 5 


1365 


15 


us 


-10 


-283 


-300 


-11 


^pmipnrp 


11 Annl 


36 




33 


80. 


. 5 


1373 


14 


us 


-10 


-185 


-083 


-51 


Sequence 


51, Appl 
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1, Appli 
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-1 


Sequence 


1, Appli 
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Sequence 


15, Appl 
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.5 


1542 


9 


us- 


09- 


761- 


962- 
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Sequence 
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Sequence 


17, Appl 
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Sequence 


16, Appl 
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16, Appl 
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OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score : 
Sequence : 

Scoring table: 



June 22, 2005, 11:48:18 ; Search time 2429.15 Seconds 

(without alignments) 
642.461 Million cell updates/sec 

US-09-883-839-l-A336_COPY_316_356 
41 

1 cccacttagatggcaacctg ccgacccatgcggtccgaac 41 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



68479088 



Database 



EST: * 



gb_estl : * 
gb_est2 : * 
gb_htc : * 
gb_est3 : * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_gssl : * 
gb_gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Result 



Query 





NO. 


Score 


Match 


Length DB 


ID 


Description 


c 


1 


39.4 


96 


1 


520 


8 


B82759 


B82759 RPCI11-17K2 




2 


39.4 


96 


1 


582 


5 


BP346782 


BP346782 


BP346782 




3 


39.4 


96 


1 


750 


7 


C0934661 


C0934661 


AG EN COURT 




4 


37.8 


92 


2 


718 


7 


C0928559 


C0928559 


AGEN COURT 




5 


33 


80 


5 


657 


2 


BB588668 


BB588668 


BB588668 




6 


• 33 


80 


5 


2405 


3 


AK038389 


AK038389 


Mus muscu 


c 


7 


31.4 


76 


6 


525 


8 


AQ767579 


AQ767579 


HS_3206_A 




8 


23 


56 


1 


889 


4 


BG849999 


BG849999 


1024027G0 




9 


22.6 


55 


1 


827 


5 


BP144429 


BP144429 


BP144429 




10 


22 .4 


54 


6 


378 


8 


AQ664846 


AQ664846 


HS_5303_B 


c 


11 


22.4 


54 


6 


419 


8 


BH226890 


BH226890 


1006135E1 




12 


22 .4 


54 


6 


446 


8 


AQ465200 


AQ465200 


HS_5109_A 


c 


13 


22.4 


54 


6 


986 


9 


CNS02LJI 


AL202887 


Tetraodon 





1 A 
1 4 


22 


.2 


D4 


. i 


/4 1 


y 


r*T 9 Q Q 9 Q Q 

lxjd y oz y O 


CL398298 


ZMMBBb039 




X D 


22 


.2 


CA 

D^± . 


. X 


JO / 


A 


ESX4D / O04 


BI457684 


603198115 




J. D 


22 


D J . 


*7 

. / 


££9 


Q 

y 


nnaezA 09 Q 
LLo 04 uz y 


CC864029 


NDL. 126F1 




X / 


22 


co 

JJ . 


. / 


9 9 9 
/O Z 


b 


L.uy U4zUb 


CD904206 


G356.112M 


c 


1 Q 

1 o 


22 


c;9 
Do 


n 


o4 / 


D 


LKbD / loo 


CR657183 


Tetraodon 




1 Q 

i y 


9 1 
Z X 


Q 
- O 


c. 9 


. z 


j jj 


1 


ai uby y uz 


AI069902 


TENU2950 


c 


9 n 
Z u 


9 1 

Z J. 


O 

. o 


c 9 


. Z 


A 9 1 
4 Z 1 


Q 

o 


13 A 9 9 Q 9 

d4 z z y z 


B42292 HS-1055-B1- 




9 1 
Z X 


91 

Z X 


Q 
. O 


g. 9 


. Z 


D*/ 1 


A 


nJYlD IbbU 1 


orlDlbbUl 


K3 Dbeuo . y 




Z Z 


9 1 
Z X 


Q 
. O 


C 9 

Do 


o 
. z 


Dy i 


b 


CAy D4 bDl 


OA Q C A £1 C 1 

LAy d4 bbl 


Kizyguy . y 




Zo 


9 1 
Z X 


ft 
. O 


c 9 


. z 


X UD4 


4 


nlYlDb 1 / / o 


dMddI / /o 


A O PMPfM IDT 




9 A 
Z4 


9 1 
Z X 


(Z 
. D 


Dz , 


. / 


o Q c 

zy d 


z 


BoUo loUo 


JodUo lo Ub 


nnAQl Qf\C 


c 


9 R 
Z D 


9 1 
Z X 


. D 


c. 9 
Dz , 


n 

. / 


Q 9 9 
OZ J 


D 


L.KbbDy Db 


pn /T/rcoc/T 
CKdd jjjD 


Tetraodon 




9fi 
Z D 


9 1 
z X 


A 
. *± 


DZ 


. Z 


Z o D 


z 


Dtszz y yoo 


rsbzz y yoo 


bBzz y yjj 


c 


9 T 
Z / 


9 1 
Z X 


A 

. 4 


Dz . 


. z 




Q 

y 






APT /I IT IT IT O /I 

OST4555z4 


c 


9 Q 
Z o 


9 1 
Z X 


A 
. 4 


DZ 


. z 


Dd / 


y 


£- r- o o a a 
LuDDoo4 b 


00 c c: 0 0 a ez 

LG558846 


OST176883 


c 


9 Q 

z y 


9 1 
Z X 


A 
. 4 


DZ 


. z 


Do 1 


/ 


LU /loyzi 


LU/lbyz 1 


DG14 -33ll 


c 


O u 


9 1 
Z X 


A 
. 4 


DZ . 


9 

. z 


/ d y 


A 

• 4 


WLi4 o Id / y 


BLi4 0 lo /y 


bUzDzo /o4 


c 


-3 X 


9 1 
Z X 


A 
. ~t 


R9 

DZ , 


. z 


Q 9 1 
OZ 1 


D 


DAD y D / Z D 


bAbyD /ZD 


tSAby D/ZD 


c 


J z 


9 1 
Z X 


/I 

. ft 


DZ 


. z 


o n o 

y uy 


f- 
D 


BQyyjzib 


BQ893216 


AGENC0URT 


c 


9 9 


9 1 
Z X 


. Z 


c i 

D 1 , 


. / 


OCT 

JD / 


1 


Al y /ozDo 


AI978258 


614042E03 




9 /l 


Z 1 


. z 


Dl , 


. 1 


Dob 


r- 
D 


tsADio y 1U 


BX518910 


BX518910 




"2 c 
J D 


21 


.2 


Dl , 


—1 

. 1 


D4 y 


o 

O 


AZicJ / lo (J 


AZ387130 


1M0146M20 




9 a 
O D 


21 


.2 


Dl . 


. / 


Do D 


Q 

o 


^■7^0^ 0/"iC 

A/6bz4 o U D 


AZ624805 


1M0463P18 




9 T 


21 


.2 


Dl . 


■"7 


/ lo 


c 
D 


by4 4z44 U 


BQ442440 


UI-M-EVO- 




9 Q 
O O 


21 


.2 


C 1 

Dl . 


"~t 

. / 


Tin 

Mz 


/ 


L v U 14 z y o 


CV014298 


TL018D02 




j y 


21 


.2 


51 , 


. 7 


781 


9 


AG5928 05 


AG592805 


Mus muscu 


c 


40 


21 


.2 


51, 


. 7 


787 


9 


CG036278 


CG036278 


PUIAK91TD 




41 


21 


.2 


51, 


. 7 


800 


6 


CA320715 


CA320715 


UI-M-FWO- 


c 


42 


21 


.2 


51, 


. 7 


850 


3 


CR675138 


CR675138 


Tetraodon 


c 


43 


21 


.2 


51 


. 7 


963 


3 


CR669582 


CR669582 


Tetraodon 


c 


44 


21 


.2 


51, 


. 7 


979 


3 


CR669611 


CR669611 


Tetraodon 


c 


45 


21 


.2 


51, 


. 7 


1004 


3 


CR663133 


CR663133 


Tetraodon 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



June 22, 2005, 11:48:18 ; Search time 793.33 Seconds 

(without alignments) 
2504.208 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US- 09-883 -839- 1 -386A_COPY_366_4 06 
41 

1 ctgggcgggagagacagcct tgccctccgaccggcagtcc 41 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 



4708233 seqs, 24227607955 residues 



Total number of hits satisfying chosen parameters: 



9416466 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : GenEmbl : * 



1: 


gb_ba : * 


2 : 


gb_htg : * 


3 : 


gb_in : * 


4 : 


gb_om : * 


5: 


gb_ov : * 


6: 


gb_pat : * 


7 : 


gb_ph : * 


8 : 


gb_pl : * 


9: 


gb_pr : * 


10: 


gb_ro : * 


11: 


gb_sts : * 


12: 


gb_sy : * 


13: 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


39 


4 


96 


1 


305 


9 HSOPRMI1 


AF024515 Homo sapi 


2 


39 


4 


96 


1 


520 


11 G53082 


G53082 SHGC-84785 


3 


39 


4 


96 


1 


1182 


6 AX280923 


AX280923 Sequence 


4 


39 


4 


96 


1 


1203 


6 AX280921 


AX280921 Sequence 





79 


A 
. fx 


96 
yo . 


i 

, X 


1 907 

X Z U -5 


Q 

y 


AP9ft 6094 


APOfl^nOA Marara mi i 
HrzoDUZ4 LMdCdLa HIU 




39 


. 4 




1 


1203 


9 


AY521028 


AYS91 09ft Hnmn c? = r»-i 


7 




i 4 


96 


. X 


1997 


q 
y 


RP074 997 


RP074997 Hr^mri oani 
£5V_U /ft_7Z / rnjlllU bctJjX 


ft 




_ 4 


96 


1 


i 7 ft ft 


Q 
y 


AY076697 


AY076697 Hnmn eani 


Q 
y 


79 

O -7 


A 

. *± 


96 
y o < 


1 

. X 


1 799 

X J -7 -7 


q 
y 


A Y07 ft 9ft 9 


AVfk7QqAq Manar-a Fa 


10 


79 


_ 4 


96 


1 

. X 


T 4 64 

X *i D *± 


Q 

-7 


AY076699 


AY076699 Hnmn cani 


1 1 


79 


4 


96 


1 

. X 


146ft 


q 
y 


AY764 9 7 0 


AV76497H Hnmn cann 


12 


39 


. 4 


96 . 


1 


1610 


6 


ART 0601 7 


API 0601 7 Qorri ipnrp 


1 7 


79 

J y 


t 4 


96 


1 

. X 


1 6T 0 

X D X V 


q 
y 


HI TMOPTOT DA 


T.9Q7m Hnmn aani pti 


14 


39 


m 4 


96 


1 


9 1 R0 


6 


^79^069 
i z j \j o y 


PP)79R06 9 Cpmipnpp 


J. J 


79 

~d y 


A 
. f± 


96 

-7 D - 


1 

> X 


9 1 60 

Z X o \J 


o 


API 69 04 4 
r-vrc. X o Z W fx *± 


AKXOZUfift OCCJLltrllC-C 


1 6 

X D 


79 


< 4 


96 


1 


9169 

£j X o z 


6 


Aft 77ft 1 

r\0 1 /OX 


A ft 77ft 1 Qprrnonrp 7 


17 


79 


4 


96 
y o ■ 


1 

. X 


9169 
Z X o z 


o 


API ft 1 7 7 1 

r\i\ X O X j J X 


API ftl 771 C orn iqtipo 


x o 


79 


. f± 


96 

-7 D . 


1 

. X 


9169 
Z X o z 


o 


API ft 9 9 9 c; 

X O Z Z j D 


AKxozzyD sequence 


1 9 


7 9 


. ft 


q6 

-7D . 


1 

. X 


9169 
z xoz 


O 


AP97HA 1 6 


akz/uoxo bequence 


90 

z \J 


7 Q 


4 
. ft 


Q 6 

J7 O . 


. X 


9 169 
Z X oz 


O 


ADoni 97n 


akjuizou oecjuence 


9 1 
z ± 


7 Q 


4 


Q 6 
-7 O . 


. X 


9 1 C9 
Z X OZ 


o 


AADfto!?UU 


AAo4oyuu bequence 


Z Z 


7 Q 

O -7 


A 
. ft 


Q 6 
y o . 


. X 


9 1 C 9 
Z X OZ 


Q 

y 


ttt TMMAD 1 Y 
flUl v ll v lUKl A 


Lizoiiy Human iviu op 


Z o 


7 Q 
J y 


. ft 


y o . 


, X 


o j o o y 


Q 

y 


I\l DO I / Oft 


AYjO / /o4 HOTTIO Sapl 


r* 94 
c z ft 


7 9 

-7 


4 
. ft 


Q 6 

J7 O . 


. X 


Q 6 7 1 n 


q 
y 


AT 1 7£4A4 
/iijXO Oft ft ft 


Axjijo4 4fi riutnan una 


9 R 

Z J 


7 Q 

O -7 


4 
. ft 


9 6 


. X 


1 ft 9 f)4 ft 
X O Z U ft o 


Z 


APH9 HA 7 Q 
ALUz / ft j y 


AL-Uz /4iy homo sapi 


r 96 

s— D 


7 9 


_ 4 


96 


■ X 


1 ft 97ft 7 


9 
z 


AP09 1 74 R 

nLUo X / ft D 


hluzi / ft j noiiKj sapi 


97 
z i 


77 


o 
. o 


99 
y z , 


o 

. z 


14 7 7 

X ft / J 


q 
y 


OCT T1 OC/TQ 

nouxz jo y 


uizooy ii.uman mu op 


28 


37 


« 

. o 


99 


2 


1 ftft 1 

X O O X 


4 


aucoi 709 

■r\" J z x o u y 


APR91 709 Qnci orrnf 


9 9 

Z _7 


77 


o 
. o 


99 

-7 Z , 


9 

, z 


1 ft ft 1 
X O C5 X 


4 
ft 


C X \3V\ U vj IT K 


1jJoo4d bus scxora 


70 


74 


£Z 

. o 


ft4 


4 


1710 
X / X \J 


1 0 
X u 


AVI 66606 
-H.I 1DDDUD 


AllDDOUo LaVld pOx 


7 1 

_> X 


7 1 
o x 


4 


76 


. D 


17 79 


1 0 

X U 


AP74 6ft 1 7 


Af J4qo1j FlUS UlUSCU 


79 
— ) z _ 


7 1 

O X 


4 
. ft 


76 


. D 


1 774 


o 


AP9697ft 6 
/\K.Z O C5 O 


AKzoy^oo bequence 


j j 


7 1 

. -3 x 


. ft 


7 6 

/ o . 


. D 


17 74 


1 u 


Ar U / ft y f o 


Aru /4y / j Mus inuscu 


J ft 


7 1 

O X 


4 
. ft 


76 


. D 


1 746 
X J ft o 


o 


AD9CQ7QR 


AKzoyiyD bequence 


7S 


7 1 

O X 


4 
. ft 


76 


. D 


1 746 


1 0 

X \J 


API 67R66 
x o / jdd 


ArlO / OOD l v iUS muscu 


76 


7 1 

O X 


4 

. ft 


76 


. D 


1 76R 


o 


AP 9 6 q 7 q4 

HKZ O _/ J J ft 


AK^byjyft bequence 


77 


7 1 

O X 


4 

. fx 


76 




1 76R 


1 0 
X u 


API 67^6^ 
i-vr x o / jDj 


Arlo / jOj FiUS TTlUSCU 


7ft 


7 1 

-5 X 


4 
. ft 


76 


. O 


1 767 


i n 
x u 


P MT T 7 c; 4 9 4 
KIN U J D ft Z ft 


ujd4z4 KdtLUS norv 


o y 


7 1 
O X 


4 


7 6 


. O 


17^7 


i n 


Aiiouiyu 


Aiibuiyu iyius muscu 


40 


31 


.4 


76. 


.6 


1401 


10 


RATMOPIOID 


L22455 Rat mu opio 


41 


31 


.4 


76. 


.6 


1423 


6 


AR269384 


AR269384 Sequence 


42 


31 


.4 


76. 


.6 


1423 


10 


AF062753 


AF062753 Mus muscu 


43 


31 


.4 


76. 


.6 


1438 


10 


AF346812 


AF346812 Mus muscu 


44 


31 


.4 


76. 


.6 


1440 


10- 


AF260306 


AF260306 Mus muscu 


45 - 


31 


.4 


76. 


.6 


1440 


10 


AF400246 


AF4 0024 6 Mus muscu 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



June 22, 2005, 11:48:18 ; Search time 279.437 Seconds 

(without alignments) 
868.566 Million cell updates/sec 

US-09-883-839-l-386A_COPY_366_406 
41 

1 ctgggcgggagagacagcct tgccctccgaccggcagtcc 41 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : 



8780412 



N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 

2: geneseqnl990s : * 

3 : geneseqn2000s : * 

4: geneseqn2001as : * 

5: geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 

10 : geneseqn2003cs 

11 : geneseqn2003ds 

12 : geneseqn2004as 

13 : geneseqn2004bs 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 



NO. 


Score 


Match 


Length 


DB 


ID 


Description 


c 1 


39.4 


96 


1 


178 


12 


ACH81134 


Ach81134 Human gen 


c 2 


39.4 


96 


1 


593 


12 


ACH67429 


Ach6742 9 Human gen 


3 


39.4 


96 


1 


1182 


5 


ABI98013 


Abi98013 Non-endog 


4 


39.4 


96 


1 


1200 


13 


ADR44830 


Adr44 830 Human HUM 


5 


39.4 


96 


1 


1200 


13 


ADR44837 


Adr44 837 HUMOR mut 


6 


39.4 


96 


1 


1203 


5 


ABI98012 


Abi98012 Non-endog 


7 


39.4 


96 


1 


1239 


6 


ABS54814 


Abs54 814 cDNA enco 


8 


39.4 


96 


1 


1245 


6 


ABS54813 


Abs54 813 cDNA enco 


9 


39.4 


96 


1 


1388 


10 


ADG42251 


Adg42251 Mu-opioid 



iu 


o y . 


. 4 


yb . 


. 1 


14 J 1 


c 
b 


H.0004 O 1 Z 


A V\r» C A O 1 O 

ADSb4 o lz 


cDNA enco 


1 1 


3 y . 


A 

. 4 


y© . 


1 


14 b4 


1U 


A TV 1 /! o o c; n 
A1Ajj4 zz DU 


Aug4 zz bO 


Mu-opioid 


1Z 


"3. Q 


A 


q a 
yb . 


, 1 


lb l u 


o 
z 


a ano qooc 
HH.yc3 -7 z z o 


AdC5o yz z b 


Human 


mu 


lj 


O. Q 


. 4 


Q c 

yb . 


. 1 


lbl U 


o 


aaad y d u j 


Aaabyb03 


cDNA enco 


1 A 
14 


0. Q 

j y . 


. 4 


yb . 


, ± 


lb 1 U 


1 "3 
1J 


AUK4 4 o 0 1 


A^-v/1 /I OOI 

AQIT4 4 o o 1 


Human mu- 


1 R 
1J 


0 Q 


. 4 


yb . 


, 1 


z 14 y 


c 
b 


AtJbj4o 1 D 


AJDSb4 o lb 


cDNA enco 


ID 


-> y . 


A 

. 4 


yb . 


. 1 


z 1 b U 


o 
z 


a a no ol no 
iiHyy j i u z 


A -3/>Q oi no 

Aaqy j iuz 


riurndn 


mu 


1 "7 




A 


yb . 


. 1 


z l b z 


o 
z 


A A\7£: 1 QQC; 


A 1 QQC 

AdVo i y y b 


riunian 


mu ~ 


lo 


"3 Q 

o y . 


. 4 


y b . 


, 1 


z 1 bz 


o 
z 


A A\7C 1 QQC 

AAvo 1 yob 


Aavb ly ob 


Human 


mu - 


1 y 


"3 Q 


. 4 


yb . 


. 1 


z lbz 


o 
z 


A A \7d 1 QQ1 

aavdi y y i 


A-iirCT GOT 

Aavbiy y i 


Human 


mu - 


z U 


o y 


. 4 


yb . 


. 1 


z lbz 


o 
z 


A Ts.\TCL 1 QQQ 

AAvol y o cS 


Aavbiy oo 


Human 


mu- 


0 1 
Z 1 


j y . 


. 4 


yb . 


, 1 


01 CO 

Z, 1 bz 


o 
z 


A Ts.\JC 1 QQ/I 

AAVbl y o4 


A -ii ,C T Q O A 

Aavbi yo4 


Human 


mu- 


z z 


Q 

j y . 


A 

. 4 


y b . 


. 1 


01 CO 
z lbz 


o 
z 


AAvoi y y 4 


Aavb i y y4 


Human 


mu- 


O 0 
Z J 


o y . 


. 4 


Q C 

y b , 


1 

, 1 


O T C O 

z lbz 


o 
z 


A A ^ 7C T Q O 1 

AAvo 1 yo / 


Aa vol 987 


Human 


mu- 


O A 

z4 


O Q 

j y . 


A 

. 4 


Q C 

y b . 


, 1 


O 1 c o 
z lbz 


o 
z 


A A T 7C TOGO 

AAvbl y yz 


Aavb 1992 


Human 


mu- 


o c 
z b 


j y , 


. 4 


Q C 


. 1 


O 1 c o 

z lbz 


z 


A A T 7C 1 fl O (\ 

AAvbi y yu 


Aav6 1990 


Human 


mu- 


O £ 

z b 


O Q 

j y . 


A 

. 4 


Q C 

y b , 


. 1 


o n c o 
Z 1 bz 


o 
z 


A A T 7C T O Q O 

aa vb i y y j 


Aavb 19 93 


Human 


mu- 


o n 
z / 


j y 


. 4 


yb . 


1 

. 1 


Ol /TO 

z lbz 


o 
z 


A A T 7C T Q O C 

AAvb 1 y o D 


Aavbl 9o 5 


Human 


mu- 


o o 
zo 


O Q 

s y . 


. 4 


Q C 

yb . 


. 1 


O T C O 

z lbz 


o 
z 


A A T Id 1 Ci O O 

AAvbiyo y 


Aav6198 9 


Human 


mu- 


O Q 


"3 Q 

6 y 


A 

. 4 


yb , 


. 1 


O 1 c o 

z lbz 




AAZoo4 /U 


Aa z 8 8 4 7 0 


Human 


mu 


,? U 


"3 Q 

j y 


. 4 


yb , 


. 1 


o 1 c o 
z lbz 


c 
b 


a o tv n /toco 
ABK14 y b-5 


Adk 14 953 


Human 


mu 


J 1 


"3 Q 

j y 


A 

. 4 


yb . 


1 


Ol CO 

z lbz 


Q 
O 


AoZ4zby / 


AD24z^b9 7 


Human 


opi 


0 O 

Jz 


O Q 

j y 


. 4 


yb . 


1 


T 1 CO 

z lbz 


1U 


a npo t c o x 
AULz lbJ4 


AdC21534 


Human DNA 


O O 
JO 


O Q 

o y 


. 4 


Q C 

yo . 


. 1 


O T C O 

z lbz 


10 


AOA C /'T O 1 

ACA56781 


Aca56781 


Human sig 


J4 


"3 Q 

6 y 


A 

. 4 


yb . 


. 1 


O T C O 

z lbz 


T O 

lz 


7inT CCC'7 r 7 

AU1 bbb / / 


Adl56577 


Human pol 


o c 
3D 


6 y . 


, 4 


Q C 

yb , 


. I 


O 1 £T O 

z lbz 


"1 O 

lz 


A T"^/^\0 A A T "i 

ADOi 00 13 


Aao30013 


Human GPC 


J D 


"3 Q 

j y . 


. 4 


yb . 


. 1 


O O 1 Q 

zz / y 


o 
o 


7i Tine i ooc 
AAUb Izzb 


Aad5 1226 


Human 


REM 


0 T 


"3 Q 

j y . 


. 4 


Q C 

yb . 


. 1 


Q/| OC 

y 4 z b 


T 0 
1 J 


A T*MD A A O O C 


Aar44o3b 


FIV opioi 


J O 


o y . 


. 4 


O. C 

yb , 


. 1 


Q C C Q 

y bby 


1 O 
1 J 


A T^T) /I /I O /I o 

AUK4 4 o 4 Z 


Aar44842 


FIV-NSE-H 


j y 


o o 

5 y . 


. 4 


% . 


. 1 


104 72 


13 


ADR4 4876 


Adr44876 


Plasmid p 


40 


37. 


.8 


92 . 


.2 


1176 


8 


AAD50855 


Aad50855 


Human 


mu 


41 


37. 


.8 


92 . 


.2 


1176 


8 


AAD50856 


Aad50856 


Human 


mod 


42 


37. 


.8 


92 . 


.2 


1197 


8 


AAD50857 


Aad50857 


Human 


mod 


43 


37. 


.8 


92 . 


.2 


1473 


6 


ABS54816 


Abs54816 


cDNA enco 


44 


37. 


.8 


92. 


.2 


1881 


13 


ADR44850 


Adr44850 


1 Porcine m 


45 


31. 


.4 


76. 


.6 


1149 


6 


ABX13057 


Abxl3057 


Human 


MOR 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: * 

Scoring table: 



June 22, 2005, 11:48:18 ; Search time 81.4029 Seconds 

(without alignments) 
824.139 Million cell updates/sec 

US-09-883-839-l-386A_COPY_366_406 
41 

1 ctgggcgggagagacagcct tgccctccgaccggcagtcc 41 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2405568 



Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 

NO. 


Score 


Query 

Match Length DB 


ID 


Description 


1 


39 


4 


96 


1 


1182 


4 


US-09-826-509-546 


Sequence 


54 6, App 


2 


39 


4 


96 


1 


1203 


4 


US-09-826-509-544 


Sequence 


544, App 


3 


39 


4 


96 


1 


1610 


3 


US-08-889-108-7 


Sequence 


7 , Appl i 


4 


39 


4 


96 


1 


1610 


5 


PCT-US94-10358-7 


Sequence 


7 , Appl i 


5 


39 


4 


96 


1 


2160 


3 


US-08-188-275A-1 


Sequence 


1 , Appl i 


6 


39 


4 


96 


1 


2162 


3 


US-09-351-198-1 


Sequence 


1 , Appl i 


7 


39 


4 


96 


1 


2162 


3 


US-09-113-426-1 


Sequence 


1, Appli 


8 


39 


4 


96 


1 


2162 


4 


US-09-016-434-1379 


Sequence 


1379, Ap 


9 


39 


4 


96 


1 


2162 


4 


US-09-355-709C-7 


Sequence 
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Sequence 


56, Appl 
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Sequence 


14016, A 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



June 22, 2005, 11:48:19 ; Search time 380.544 Seconds 

(without alignments) 
668.805 Million cell updates/sec 

US-09-883-839-l-386A_COPY._366_406 
41 

1 ctgggcgggagagacagcct tgccctccgaccggcagtcc 41 

I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



6054689 seqs, 3103772919 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



12109378 



Database : Published_Applications_NA: * 

1: /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2: /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB.seq: * 

3: /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB.seq:* 

4 : / cgn2_6 /p t oda t a / 2 /pubpna /US 0 6_PUBCOMB . s eq : * 

5 : /cgn2_6/ptodata/2/pubpna/US07 jsfEW_PUB . seq : * 

6: /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB. seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB . seq : * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 
10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB . seq : 
11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB . seq : 
12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: * 
13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB . seq 
14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB . seq 
15: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 C_PUBCOMB . s eq 
16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB.seq 
17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB.seq 
18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB.seq 
19 : /cgn2_6/ptodata/2/pubpna/US10G_PUBCOMB. seq 
20 : /cgn2_6/ptodata/2/pubpna/US10H_PUBCOMB. seq 
21 : /cgn2_6/ptodata/2/pubpna/US10I_PUBCOMB. seq 
22 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB. seq: * 
23: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 1A_PUBC0MB . s eq : 
24 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB.seq: * 
25: / cgn2_6 /p t oda t a / 2 /pubpna /US 6 0_NEW_PUB . s eq : * 
26 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB . seq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No . 
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Match Length 


DB 


ID 


Description 
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3, Appli 


1 6 

X D 


^9 

._> y - 


4 


96. 


. 1 


2162 


1 1 

X X 


TTC!-0Q-flft7-R7Q-^ 


Sequence 


5 , Appl i 


17 


39 


_ 4 


96, 


. 1 


2162 


1 1 

X X 


TI^-OQ-Aft^-R^Q-7 

L/O U-/ OOj UJ J / 


Sequence 


7, Appli 


18 


^9 


_ 4 


96. 


, 1 


2162 


1 S 
j — ) 


TTC_l 0-22S-R67A-1 ftR 


Sequence 


185, App 


19 


39 


_ 4 


96, 


. 1 


2162 


17 


t to _ -j 0-^0^-790-1 779 
Uj xvj ju j i x o I y 


Sequence 


1379, Ap 


20 


7 9 


. *± 


96, 


, 1 


2162 


9 1 

X 


t to _ n 0-R00-0S0-1 

VJO XVJ >j \J \J — \J O \J X 


Sequence 


1 , Appl i 


21 


7 9 


4 


96. 


. 1 


2279 


9 1 

Zi X 


TTQ-1 0-477-71 4-77 


Sequence 


33, Appl 


22 


77 


0 

. o 


92. 


.2 


1176 


1 0 

X \J 


110-09-97^-061 -1 1 
vjo vj y o j vj o x xx 


Sequence 


11, Appl 


23 


o / , 


Q 

. o 


92. 


.2 


1176 


1 0 

X \J 


TTQ_09-97^1-061 -1 7 

VJO VJ -7 y J J UD1 J. J 


Sequence 


13, Appl 


24 


^7 


D 
. O 


92, 


,2 


1176 


1 9 

X y 


TTC-1 0-692-071 -1 1 

W O XVJ DJiiry / J.-11 


Sequence 


11, Appl 




77 


o 
. o 


92, 


.2 


1176 


1 9 
x y 


TTQ-l 0-699-071 -1-7 


Sequence 


13, Appl 


26 " 




Q 

. o 


92. 


.2 


1197 


1 0 

X \J 


TTQ-09-97 c l-061 -1 S 

VJO VJj? J UDl lj 


Sequence 


15, Appl 


27 


^7 


Q 
. o 


92. 


.2 


1197 


1 9 
x y 


TTQ-1 0-699-071 -1 R 

O XVJ 0_7i VJ/X~XO 


Sequence 


15, Appl 


28 


37 , 


. 8 


92. 


.2 


1473 


1 4 
x ^ 


TTQ-1 O-OftO-91 7-1 7 

XJiD XVJ VJOU J 1 / 1 J 


Sequence 


13, Appl 


29 


34 , 


.8 


84, 


. 9 


2165 


1 1 

X X 


TTQ-09-ftR7-R79-9 


Sequence 


9, Appli 


30 


31. 


.4 


76. 


.6 


1149 


Q 
y 


TTQ-09-997-R44-1 0 


Sequence 10, Appl 
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Sequence 


22, Appl 
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Sequence 3, Appli 
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3 , Appl i 
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Sequence 12, Appl 
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Sequence 


12, Appl 
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Sequence 11, Appl 
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76. 
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Sequence 


11, Appl 


39 


31. 
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US-10-185-083-51 


Sequence 


51, Appl 
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Sequence 1, Appli 


41 
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US-10-283-300-1 
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1 , Appl i 
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Sequence 


15, Appl 
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Sequence 4, Appli 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: June 22, 2005, 11:48:18 ; Search time 2429.15 Seconds 

(without alignments) 
642.461 Million cell updates/sec 

Title: US- 09-883 -839 - 1 -386A_COPY_366_4 06 

Perfect score: 41 

Sequence: 1 ctgggcgggagagacagcct tgccctccgaccggcagtcc 41 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 68479088 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : EST:* 

1: gb_estl:* 
2 : gb_est2 : * 
3 : gb_htc : * 
4 : gb_est3 : * 
5: gb_est4:* 
6: gb_est5:* 
7: gb_est6:* 
8: gb_gssl:* 
9: gb_gss2:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 200.5 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



June 22, 2005, 11:48:18 ; Search time 793.33 Seconds 

(without alignments) 
2504.208 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-883-839-l-365T_COPY__345_385 
41 

1 tgcggtccgaaccgcaccaa ctgggcgggagagacagcct 41 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 9416466 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : GenEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in : * 


4 




gb om : * 


5 




gb ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11 : 


gb_sts : * 


12: 


gb_sy : * 


13: 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID r Description 
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1182 6 AX280923 

1203 6 AX280921 

2160 6 AR162044 

2162 6 A87781 



AX280923 Sequence 
AX280921 Sequence 
AR162044 Sequence 
A87781 Sequence 7 
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Search completed: June 23, 2005, 01:02:30 
Job time : 794.33 sees 

GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using .sw model 



Run on: 



June 22, 2005, 11:48:18 ; Search time 279.437 Seconds 

(without alignments) 
868.566 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-09-883-839-l-365T_COPY_345_385 
41 

1 tgcggtccgaaccgcaccaa ctgggcgggagagacagcct 41 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4390206 seqs, 2959870667 residues 



Total number of hits satisfying chosen parameters: 8780412 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : N_Geneseq_16Dec04 : * 

1: geneseqnl980s : * 

2 : geneseqnl990s : * 

3: geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2 001bs : * 

6: geneseqn2002as : * 

7: geneseqn2002bs : * 

8 : -geneseqn2003as : * 

9 : geneseqn2003bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12 : geneseqn2004as : * 
13: geneseqn2 004bs : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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2 



39.4 96.1 1182 5 ABI98013 
39.4 96.1 1203 5 ABI98012 



Abi98013 Non-endog 
Abi98012 Non-endog 
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40 
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AAD51226 


Aad51226 Human REM 


41 


37 


.8 


92 . 


.2 


9426 


13 


ADR44835 


Adr44835 FIV opioi 


42 . 


37 


.8 


92 , 


.2 


9569 


13 


ADR44842 


Adr44842 FIV-NSE-H 


43 


37 


.8 


92 . 


.2 


10472 


13 


ADR44876 


Adr44876 Plasmid p 


44 


33 


80. 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: June 22, 2005 # 11:48:18 ; Search time 81.4029 Seconds 

(without alignments) 
824.139 Million cell updates/sec 

Title: US-09-883-839-l-365T_COPY_345_385 
Perfect score: 41 

Sequence : 1 tgcggtccgaaccgcaccaa ctgggcgggagagacagcct 4 1 

Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 1202784 seqs # 818138359 residues 

Total number of hits satisfying chosen parameters: 2405568 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2__6/ptodata/l/ina/PCTUS_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

o, 
o 

Result Query 

No. Score Match Length DB ID Description 
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4 
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3 
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Sequence 
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6 
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4 
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Sequence 
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7 
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96 
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4 
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Sequence 
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8 
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8 
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3 
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Sequence 


7, Appli 


9 


37 


8 


92 


2 
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5 
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Sequence 


7 , Appl i 
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29 


8 


72 


7 
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3 
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Sequence 


1 , Appl i 


11 


29 


8 


72 


7 
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3 
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Sequence 


3 , Appl i 


12 


29 


8 


72 


7 


1618 


3 


US-08-120-601B-1 


Sequence 
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lb 


TO Q 

z y . o 


*7 9 
/Z . 
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Sequence 


4 , App 1 i 
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16, Appl 
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4 
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Q 

. o 
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1 0 , App 1 
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- z X4 


Q A A 1 

- y U4 - x 


Sequence 


1 , Appl i 
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xyoi 


,5 


T TO 

Ub - 


A Q 
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CO 
DZ 


. z 
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z 
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Ub 


08 


-776 


O 0 O X 
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1 , Appl i 


c 


40 


20.8 


50 


.7 
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3 
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09 
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-313-391 


Sequence 


391, App 


c 


41 


20.8 


50 


.7 
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3 


us- 


09 


-352 


-616A-391 


Sequence 


391, App 


c 


42 


20.8 


50 


. 7 
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4 


us- 


09 
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-215-391 


Sequence 


391, App 


c 


43 . 


20.8 


50 


. 7 
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4 
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09 
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Sequence 


391, App 


c 


44 


20.8 


50 


.7 
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4 
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09 
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-426-391 


Sequence 


391, App 


c 


45 


20.8 


50 


.7 
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4 
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09 


-759 


-143-391 
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391, App 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
'Sequence: 

Scoring table: 



Searched: 



June 22, 2005, 11:48:19 ; Search time 380.544 Seconds 

(without alignments) 
668.805 Million cell updates/sec 

US-09~883-839-l-365T_COPY_345_385 

1 tgcggtccgaaccgcaccaa ctgggcgggagagacagcct 4 1 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1 . 0 

6054689 seqs, 3103772919 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45* summaries 



12109378 



Database 



Publ i shed_App 1 i ca t i ons_NA : 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 
22 
23 
24 
25 
26 



/cgn2_6/ptodata/2'/pubpna/US07_PUBCOMB. seq: * 
/cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB . seq: *. 
/cgn2_6/ptodata/2/pubpna/US06_NEW_PUB . seq 
/ cgn2_6 /ptoda t a / 2 /pubpna / US 0 6_PUBCOMB . s eq 
/ cgn2_6 /ptoda t a / 2 /pubpna / US 0 7_NEW_PUB . s eq 
/ cgn2_6 /ptoda t a / 2 /pubpna / PCTUS_PUBCOMB .seq: 
/cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 
/ cgn2_6 /ptoda t a / 2 /pubpna /US 0 9A_PUBCOMB .seq: 
/cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB . seq 
/cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB . seq 
/ cgn2_6 /p t oda t a / 2 /pubpna / US 0 9_NEW_PUB . s eq : 
/cgn2_6 /ptoda ta/2 /pubpna/US 1 0A_PUBCOMB . seq 
/cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB ..seq 
/ cgn2_6 /p t oda t a / 2 /pubpna / US 1 0 C_PUBCOMB . s eq 
/cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq 
/cgn2_6 /ptoda t a / 2 /pubpna /US 1 0 E_PUBCOMB . seq 
/cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB . seq 
/ cgn2_6 /ptoda t a /2 /pubpna /US 1 0G_PUBCOMB . seq 
/ cgn2_6 /p t oda ta/2 /pubpna / US 1 0 H_PUBCOMB . s eq 
/ cgn2_6 /ptoda t a 1 2 /pubpna/US 1 0 1_PUBCOMB . seq 
/ cgn2_6 /ptoda ta/2 /pubpna/US 10JSIEW_PUB. seq: 
/ cgn2_6 /p t oda t a / 2 /pubpna/US 1 1 A_PUBCOMB . s eq 
/ cgn2_6 /pt oda t a / 2 /pubpna /US 1 1_NEW_PUB . s eq : 
/cgn2_6/ptoda ta/2 /pubpna/US60_NEW_PUB. seq: 
/ cgn2_6 /p t oda t a / 2 /pubpna /US 6 0_PUBCOMB . s eq : 



Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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fi c 1 
- Ub X 


-lj 


Sequence 
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Sequence 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



June 22, 2005, 11:48:18 ; Search time 2429.15 Seconds 

(without al ignments ) 
642.461 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US- 09 -883 -839-1 -365T_COPY_345_385 
41 

1 tgcggtccgaaccgcaccaa ctgggcgggagagacagcct 41 



Scoring table: 



I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



34239544 seqs, 19032134700 residues 



Total number of hits satisfying chosen parameters: 68479088 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 4 5 summaries 



Database : EST:* 
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★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived .by analysis of the total score distribution. 
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STIC-Biotech/ChemLib 



From: Switzer, Juliet 

Sent: Wednesday, May 04, 2005 3:33 PM 

To: STIC-Biotech/ChemLib 

Subject: please search 



for US 09/883839 please search 

in all GenEmbl, GenSeq, USPATS issued, PGPUBS, and EST databases 

1 . Seq ID NO 1 from nucleotide 47-87 where the nucleotide at postition 67 is a "C" 

2. Seq ID NO 1 from nucleotide 104-144 where the nucleotide at postition 124 is a "A" 

3. Seq ID NO 1 from nucleotide 1 33-1 73 where the nucleotide at postition 1 53 is a "T" 

4. Seq ID NO 1 from nucleotide 1 54-194 where the nucleotide at postition 1 74 is a "A" 

5. Seq ID NO 1 from nucleotidel 67-207 where there is an insertion of "GGC" 
immediately after nucleotide position 187. 



Please search in ALL PRIOR ART amino acid databases 

6. SEQ ID NO 2 from aa 1 5-30 where teh aa at postion 23 is PRO 

7. SEQ ID NO 2 from aa 35-55 where teh aa at postion 42 is THR 

8. SEQ ID NO 2 from aa 55-70 where there is GLY inserted after GLY 63. 

PLEASE RETURN RESULTS ON DISK. 
THanks. 

Juliet Switzer - 
Art Unit 1634 
phone: 571-272-753 
office: Remsen 2A61 



C..» ; - 



************************ 
STAFF USE ONLY 

Searcher: 

Searcher Phone: 2- 

Date Searcher Picked up: 

Date Completed: 

Searcher Prep/Rev. Time: 

Online Time: 



************************ 
Type of Search 

NA#: AA#: 

Interference: SPDI: 

S/L: Oligomer: 

Encode/Transl : 

Structure*: Text: 

Inventor: Litigation: 



************************ 

Vendors and cost where applicable 

STN: 

DIALOG: 

QUESTEL/ORBIT: 

LEXIS/NEXIS: 

SEQUENCE SYSTEM: 

WWW/Internet: 

Other(Spetify) : 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



May 12, 2005, 10:01:03 ; Search time 90.566 Seconds 

(without alignments) 
68.328 Million cell updates/sec 



Title: 

Perfect score.: 
Sequence : 



US-09-883-839-2-INS-GLY_COPY_55_70 
88 

1 RDSLCPPTGgSPSMIT 16 



Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 2105692 seqs, 386760381 residues 

Total number of hits satisfying chosen parameters: 2105692 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



A_Geneseq_16Dec04 : * 
1: geneseqpl980s : * 
2: geneseqpl990s : * 
3: geneseqp2000s : * 
4 : . geneseqp2001s : * 
5: geneseqp2002s : * 
6 : geneseqp2003as : * 
7 : geneseqp2003bs : * 
8: geneseqp2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein 
Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



Searched: 



protein search, using sw model 

May 12, 2005, 10:06:54 ; Search time 23.2453 Seconds 

(without alignments) 
51.382 Million cell updates/sec 

US-09-883-839-2-INS-GLY_COPY_55_70 
88 

1 RDSLCPPTGgSPSMIT 16 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 
513545 seqs, 74649064 residues 



513545 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 4 5 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB.pep: * 

2 : /cgn2_6/ptodata/l/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/l/iaa/6A_COMB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB.pep: * 

5 : / cgn2_6 /ptoda ta / 1 / iaa / PCTUS_COMB . pep : * 

6: /cgn2_6/ptodata/l/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version' 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



May 12, 2005, 10:09:59 ; Search time 69.7358 Seconds 

(without alignments) 
76.644 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09 -883 -839-2 - INS-GLY_COPY_55 J70 
88 

1 RDSLCPPTGgSPSMIT 16 



Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



1432185 seqs, 334051727 residues 



Total number of hits satisfying chosen parameters: 



1432185 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Applications_AA: * 

1 : / cgn2_6 /fjtodata/ 2 /pubpaa /US 0 7_PUBCOMB . pep : * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep: * " 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

6: /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB.pep: * 

7: /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB.pep: * 
10: / cgn2_6 /p t oda t a / 2 /pubpaa / US 0 9 B^PUBCOMB . pep : * 
11 : /cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB.pep: * 
12: /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 
13 : /cgn2_6/ptodata/2/pubpaa/US10A_PUBC0MB.pep: * 
14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 
15: . /cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep: * 
16: / cgn2_6 /pt oda t a/2 /pubpaa /US 1 0D_PUBCOMB . pep : * 
17 : /cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB.pep: * 
18 : /cgn2_6/ptodata/2/pubpaa/USll_NEW_PUB.pep: * 
19 : /cgn2_6/ptodata/2/pubpaa/US60_NEW__PUB.pep: * 
20 : /cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Run on: 



May 12, 2005, 10:05:49 ; Search time 17.2075 Seconds 

(without alignments) 
89.465 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-09 -883 -839-2 - INS~GLY_COPY_55_70 
88 

1 RDSLCPPTGgSPSMIT 16 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 



283416 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : PIR_79:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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2 


71 . 5 


81 


2 


400 


2 


156553 


mu opiate receptor 


3 


57. 5 


65 


3 


398 


2 


156517 


mu opioid receptor 


4 


57.5 


65 


3 


398 


2 


156504 


mu opioid receptor 


5 


51 .5 


58 


5 


398 


2 


A57510 


mu opioid receptor 


6 


48 


54 


5 


1403 


2 


S24548 


homeotic protein p 


7 


48 


54 


5 


2019 


1 


JQ1322 


tenascin precursor 


8 


47 


53 


4 


229 


2 


T31190 


hypothetical prote 


9 


47 


53 


4 


2201 


2 


A32160 


tenascin-C - human 


10 


46 


52 


3 


575 


2 


A54861 


tenascin - rat (fr 


11 


46 


52 


3 


772 


2 


T43034 


kinesin-like prote 


12 


46 


52 


3 


775 


2 


T43033 


kinesin-like prote 


13 


45 


51 


1 


789 


2 


A39564 


transcription repr 


14 


44 . 5 


50 


6 


442 


2 


H69181 


hypothetical prote 


15 


44 


50 


0 


389 


2 


AC2268 


heterocyst envelop 


16 


44 


50 


0 


461 


2 


T35151 


hypothetical prote 


17 


44 


50 


0 


648 


2 


T23864 


hypothetical prote 


18 


43 


48 


9 


563 


2 


JQ0623 


nerve growth facto 


19 


43 


48 


9 


598 


2 


A37251 


probable nuclear h 


20 


43 


48 


9 


601 


1 


QRMSN1 


probable hormone r 



9 1 

£i X 


4 "\ 


4ff 


. 


ft 

O —J Zf 


2 


T35785 


nrribabl p bpta-crluc 




4 ^ 


4ft 
*± o . 


Q 


885 


2 


G83260 


arninrvnprit - idase N P 


23 


43 


48 . 


9 


1746 


1 


S19694 


tenascin precursor 


94 

^ *± 


4 ^ 


4ft 


Q 

• 


1810 


1 


A32230 

xi- _^ £j £j \J 


l"pnac?rin nrprursor 


25 


42 


47 . 


7 


222 


2 


D95307 


hypothetical prote 


?6 


49 


47 


7 


302 


2 


D36786 


h\/nnt~hpt~ i rsl rirote 


27 


42 


47 . 


7 


465 


2 


G02738 


FREAP - 4 - human 


28 


42 


47 . 


, 7 


1375 


2 


T18961 


FAB1 protein homol 


29 


4 1 


46 


. 6 


199 


2 


T52410 


blnp rnnnpr-bindin 


^0 

■j \j 


4 1 


46 


■ U 


201 


2 


T52408 


hi iip crmnpr-bindin 




4 1 


46 




202 


2 


T01605 


nhvt~r>pvan in At~2a44 




4 1 


46 




293 


2 


AC2 7 ft 0 


t~olR nrntpin r i mnn 


33 


4 1 


46 . 


. 6 


293 


2 


E97559 


tolb orotein torecu 


^4 


4 1 


46 


• D 


4 09 
*± \j y 


2 


AI 1857 


L. X y LJ L. ^LJllOll oyiiLllOO 




4 1 


46 


. D 


70S 


2 






~K 6 


4 i 

*± X 


4 6 


. D 


ft 06 
o lt o 


i 

X 




i — LJJI \JkJ X aot y 1 LJWL.11 


O 7 


4 1 

*± X 


4 6 




z> o ~> 


2 


in. J X 17 j L* 


Ly L-UUdLL-lil L,ilXL,iV 


"*ft 


4 1 


46 


. 6 


948 


2 


AS764 0 


rpj- -i riohl a q |- pim^ Hi n 

J- \3 Lr X 1 1 V_>* X CI O LJ 1 1 1 CI XXI 


39 


4 1 


46 


. 6 


1145 


2 


T05573 


h vnnt" npt~ i pa 1 ■r>T*n1~p 


40 


41 


46 


.6 


1207 


2 


T00378 


KIAA0641 protein - 


41 


40.5 


46 


.0 


1003 


2 


A38234 . 


oxoglutarate dehyd 


42 


40 


45 


. 5 


76 


2 


T09262 


glycine-rich cell 


43 


40 


45 


. 5 


318 


2 


T49714 


related to spliceo 


44 


40 


45 


. 5 


336 


2 


AG0307 


conserved hypothet 


45 


40 


45 


. 5 


357 


2 


T02443 


probable peroxidas 



Run on: 



May 12, 2005, 10:04:59 



Search time 83.9245 Seconds 
( wi thou t a 1 ignment s ) 
97.627 Million cell updates/sec 



Title: 

Perfect score : 
Sequence : 

Scoring table: 



Searched: 



US-09-883-839-2-INS-GLY_COPY_55_70 
88 

1 RDSLCPPTGgSPSMIT 16 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 

1612378 seqs, 512079187 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



1612378 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : UniProt_03:* 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


71 


. 5 


81 


.2 


89 


2 


043185 


043185 


homo sap i en 


2 


71 , 


. 5 


81 


.2 


400 


1 


OPRM_HUMAN 


P35372 


homo sap i en 


3 


71 


. 5 


81 


.2 


400 


1 


OPRM_MACMU 


Q9myw9 


macaca mula 


4 


71 


.5 


81 


.2 


400 


2 


Q95M54 


Q95m54 


macaca fasc 


5 


71 


. 5 


81 


.2 


402 


2 


Q6UQ80 


Q6uq80 


homo sap i en 


6 


71, 


.5 


81 


.2 


418 


2 


Q8IWW3 


Q8iww3 


homo sapien 


7 


71. 


.5 


81 


.2 


446 


2 


Q8IWW4 


Q8iww4 


homo sapien 


8 


71, 


.5 


81, 


.2 


454 


2 


Q9H573 


Q9h573 


homo sapien 


9 


66, 


.5 


75, 


.6 


400 


2 


Q8CGM4 


Q8cgm4 


cavia porce 


10 


65, 


.5 


74 , 


.4 


401 


1 


OPRM_PIG 


Q95247 


sus scrofa 


11 


57. 


.5 


65, 


.3 


94 


2 


Q8 0W24 


Q80wz4 


rattus sp. 


12 


57. 


.5 


65, 


.3 


398 


1 


OPRM_RAT 


P33535 


rattus norv 


13 


51. 


.5 


58, 


.5 


70 


2 


Q71UR0 


Q71ur0 


mus musculu 


14 


51. 


.5 


58 , 


.5 


388 


2 


Q8CH75 


Q8ch75 


mus musculu 


15 


51, 


.5 


58 . 


.5 


390 


2 


Q8VI71 


Q8vi71 


mus musculu 


16 


51. 


. 5 


58. 


.5 


391 


2 


Q8VI70 


Q8vi70 


mus" musculu 


17 


51. 


, 5 


58. 


.5 


392 


2 


Q8CH74 


Q8ch74 


mus musculu 


18 


51. 


,5 


58. 


.5 


393 


2 


Q9R1M0 


Q9rlm0 


mus musculu 


19 


51 . 


5 


58 . 


.5 


398 


1 


OPRM MOUSE 


P42866 


mus musculu 


20 


51. 


5 


58. 


5 


401 


2 


Q9R1L9 


Q9rll9 


mus musculu 


21 


51. 


5 


58. 


5 


409 


2 


Q8VI69 


Q8vi69 


mus musculu 


22 


51. 


5 


58. 


5 


416 


2 


Q6YC50 


Q6yc50 


mus musculu 



£t J 


SI S 


Sfl 

JO . 


c 

. j 


4 9 S 




OftPH7^ 
v^o / j 


Oft oh 7 7 




24 


SI s 


Sfl 

JO . 


R 

. J 


*± J o 


9 




OQ-rOrt 1 


miic miic;^™ , iil ii 


9S 

J 


SI s 

J X . J 


Sfl 

JO . 


. J 


4 4 4 


9 


OQ.TT Y1 

XIX 


y^j xyx 


mi i c mi i o pi i 1 ii 


96 


SI s 


Sfl 

JO . 


. J 


4 S6 

*± J D 


9 






mi i g miicnil ii 


21 


so s 

J V • J 


S7 

j i < 


_ 4 


tUI 


1 
X 


OPRM ROVTN 


P7 9"} SO 


V^io c i - a 1 1 y*i i o 
JUUb LdUiUo 


28 


49 


55 


7 


644 


2 


09WTS7 


OQvi S7 


V-I-L uoupni X Ct 


29 


49 


SS 

j j • 


7 


fi4fi 

Ut U 




OftfiT,C4 


Oft 61 rd 


Ul LJotJ^JIlx xct 


^0 

j u 


4ft 
*± o 


S4 

j*± . 


. j 


14 0^ 

X *± U j 


1 
X 


ppnc DROMP 
rl\UO LJIxwlM J— i 




arosupmid 


31 


48 


S4 

j " . 


s 

■ j 


& \J ± Z/ 


9 


064 706 


H64 706 


miiG miicpnl ii 


32 


4 ft 


S4 

j " < 


. J 


901 Q 


9 


OftOYX9 

V^O \J 1 




mi i cz mi ic Pill ii 


33 


4ft 
^ o 


S4 

j " . 


■ J 


9110 

J- X \J 


9 


Oft 0YX1 


Oft Hl/V 1 


mnc mn c pi 1 1 ii 
UlUb IllUbLUlU 


34 


47 


j j . 


_ 4 


229 


2 


Oft Sfl 99, 


Oft Sft QQ 
vjo j o ^ y 


ts \Jl i X I xy vJH 1(J J Id 


35 


47 


53 


, 4 


588 


2 


06D1 K4 


06rl1 k4 


CI WlJilci Lcli 




47 


si 

jj . 


4 


9901 


i 

X 


TFN& HITMAN 


fZ ft 0 Z X 


JlOlilU Sapicli 


j / 


4fi S 


S9 

J . 


ft 

. o 


1 ftfi 

x o o 


9 


06FRfJ9 




/~\ V"\ T H r» n f* -ITT 

UiyZa SatlV 


^ft 


4 S 


S9 


ft 


61 0 

D1U 


9 


D9TI4 SO 


OQn4 R f| 
V? Ufi J U 


urosopniid 


39 


46 S 


S2 


ft 


621 


9 


OftMRT 9 
yoi ii\ x _/ 


yo nix x y 


Ul UbUpril X a. 


40 


46.5 


52 . 


.8 


698 


2 


Q9VGZ5 


Q9vgz5 


drosophila 


41 


46.5 


52. 


.8 


2030 


2 


Q9VXV3 


Q9vxv3 


drosophila 


42 


46 


52. 


.3 


120 


2 


Q62659 


Q62659 


rattus norv 


43 


46 


52 . 


.3 


211 


2 


Q62660 


Q62660 


rattus norv 


44 


46 


52 . 


.3 


346 


1 


PER9 ARATH 


Q96512 


arabidopsis 


45 


46 


52 . 


.3 


575 


2 


Q62657 


Q62657 


rattus norv 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



May 12, 2005, 10:01:03 ; Search time 118.868 Seconds 

(without alignments) 
68.328 Million cell updates/sec 

US-09 -883 -839-2 -THR42_COPY_35_55 
121 

1 SHLDGNLtDPCGPNRTNLGGR 21 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 2105692 seqs, 386760381 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : 



2105692 



A_Geneseq_16Dec04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No 



Query 



) . 


Score 


Match Length 


DB 


ID 


Description 


1 


117 


96.7 


392 


4 


ABB56377 


Abb56377 Non-endog 


2 


117 


96.7 


400 


2 


AAR76780 


Aar76780 Human mu 


3 


117 


96.7 


400 


3 


AAY79946 


Aay79946 Human mu 


4 


117 


96.7 


400 


3 


AAY79949 


Aay7994 9 Human mu 


5 


117 


96.7 


400 


3 


AAY79945 


Aay7994 5 Human mu 


6 


117 


96.7 


400 


3 


AAY79947 


Aay7994 7 Human mu 


7 


117 


96.7 


400 


4 


ABB56376 


Abb56376 Non-endog 


8 


117 


96.7 


400 


5 


AAU76034 


Aau76034 Human mu 


9 


117 


96.7 


400 


6 


ABP81851 


Abp81851 Human opi 



i a 
X u 


1 1 T 
XX/ 


y d . 


7 


a on 

4 U U 


o 
o 


/vuuz y joo 


AHnO Q R ft ft 
AQOZ y Do o 


Unm^n PDP 

rluma.n urL 


x x 


XX/ 


y d . 


7 


4 X 3 


D 


A dp 9 9 0 9 9 


&Vvt9 9 09 9 


LJt i m la t1 mil 


1 9 
XZ 


X X z 


Q 9 

yz . 


D 


a o n 

4 U U 


9 
Z 


aak / 1 y b b 


Adi / xy bb 


Unm^Ti mil 

nUHiall UlU 


1 9 


1 i o 
X X z 


yz . 


D 


400 

r± u u 


-5 

,5 


/ y y 4 o 


Aa.y / y y 4 o 


rluuian mU 


1 4 
X 4 


X X z 


Q9 

-?Z . 




4 n n 

*± U VJ 


o 


&AnA7ftC£ 
U / ODD 


AdUU /ODD 


£\ IlUlUciil III 


X D 


X X z 


Q9 
yz . 


, D 


U VJ 


O 

O 


A nu c; O A Q 9 


AHVi R A A Q 9 


rtUilla.il UlU 


-L D 


X X z 


Q9 


C 

• o 


400 


o 
o 


anT-mooft a 


aHhROOft 
IjUUOD 


Unman rrni 


1 7 




Q9 


. o 


400 


o 
o 


AHM9 ft f.1 9 


AHn9ftfi79 




1 ft 
1 o 


119 
X X z 


Q9 

yz . 


. D 


4 00 
4 U U 


Q 
O 


A HD 4 4 Q 9 Q 


AHt-A 4 Q 9 ft 
AQx 4 4 ojo 


tit TMPiD rrn 1 1- 

rl U l v l vJK UlU U 


1 Q 


119 
X X z 


Q9 

y z , 


> D 


4 0 0 
*± \J KJ 


Q 
O 


A PlD 4 4 ft 9 Q 
nUKy 4 O Z y 


A H v4 4 ft 9 Q 
AUI 4 4 o z y 


Unman UT TM 

nuinoii rlUi v l 


9 a 
z u 


119 
X X Z 


Q 9 

yz . 


. D 


4 19 
4 1 Z 


_ 




ADy J z z b 1 


Human n\u2 


9 1 
z 1 


1 xz 


Q 9 

yz . 


(Z 


4 14 


D 




A Vw-yT 9 9 £ A 

AJjy jzzbU 


Human mu2 


9 9 

Z Z 


119 

X X z 


Q 9 

yz . 


(Z 


4 1ft 
4 10 


7 


A TV* 1 4 O 9 1 A 
A1Aj4 Z Z 1 U 


AQy 4 zz 1 U 


Mu-opioid 


9 "3 
ZJ 


1 1 9 

X xz 


Q 9 

yz , 


. D 


4 4 (Z 
44 D 


/ 


A FNP /( O O A Q 

AlAj4zzuy 


A /-^/-t /i 9 9 A Q 

Aay4 zzuy 


Mu-opioid 


9 4 
Z4 


1 1 o 

llz 


Q 9 

yz . 


(Z 

. b 


A £ 9 
4 bZ 


b 


AAbjo4 /b 


Aaejj4 /b 


Human Khjjyi 


9 c: 
z D 


11/ 


Q 9 

yz . 


. b 


4 / b 


D 


A DP OOTCQ 

AritjJzz by 


A Vw9 9 9 C Q 

Axog^zz by 


Human mul 


9 c 

Z D 


1U / 


Q ft 

O O . 


A 
, 4 


' 1 Q9 

o y z 


b 


AAU 1 999 F 7C 
AAtjjjZ / b 


Aaej jz / b 


Human rnou 


9 9 
Z / 


1 A9 

X u / 


ft ft 

o o . 


A 
. 4 


7 Q9 

j y z 


b 


ZiZiTI 1 999'7R 


A.0O9999R 


Human uiu 


9 Q 
Z O 


i m 
1U / 


ft ft 

o o . 


. 4 


9 Q Q 

j y y 


b 


AAdjoz / / 


AdeJjZ / / 


riuman moa 


9 Q 

z y 


i A9 
1 UZ 


ft 4 
O 4 . 


9 


4 A 1 
4 U 1 


Q 


A nU R A A Q 9 


A/^Vi tr A A Q 9 

Aanouuyz 


BovinB mu 


i o 


i n 9 
1 u z 


Q A 

o4 , 


9 


4 A 1 
4 U X 


Q 

o 


A T\U 4 4 ft 4 9 
i\JJK4 4 O 4 J 


A r\ v~4 A ft 4 9 
AQIT4 4 o 4 J 


□ovine mu 


'j i 


i a i 
1 U 1 


Q 9 


. o 


9 A 
Z U 


b 


ADDQ 94 


AJjp O Z 4 o b 


G protein 


9 9 
oZ 


y / 


q a 
o u 


9 
. z 


9 ft Q 


n 

1 


A PiP A 9 9 A R 
ALAj4 Z Z U D 


AArrA 9 9 A R 
Aay 4 ZZ UD 


mu - op i o i a 


9 1 


y / 


Q A 

ts u 


9 

. Z 


*3 Q A 

j y u 


-5 


AAx bcSooO 


A -n ,f O Q Q C 

Aayoooob 


A muirine 


9 /l 
J4 


Q 9 

y / 


Q A 

o U 


9 
. z 


TQ1 

j y i 


-j 
,5 


AAi booob 


Adybooob 


A murine 


9 cr 


y / 


Q A 
O U 


. z 


9 Q 9 

j y z 




A AVCQQ7Q 

mi do o / y 


7\ -i-t 0 0 9 0 

Adyboo / y 


A murine 


9 CZ 


y / 


Q A 
O U 


. z 


9 Q 9 

j y z 




a np zioofic 
A1Aj4 zz Ub 


A H/^r/I 9 9 A C 

Auy 4 z z u b 


Mu-opioid 


1 9 


Q 9 

y / 


Q A 
O U 


. z 


j y o 


9 

z 


A A TaT A A QTl 

AAW4 4 y o / 


A t.t/1 /l Q 9 9 
A3W4 4 y J / 


Mouse mu 


J o 


Q 1 

y / 


Q A 


9 

. z 


j y o 




AAi booo y 


Aayboo o y 


A murine 


9 Q 


Q 7 


ft n 


. Z 


9 Q ft 
J _? o 


o 
o 


Z\nUR AOQ 1 


AHhROOQI 


i o o mi i 
Vl\J U o C UlU 


40 


97 


80 


.2 


398 


8 


AD02 9589 


Ado2 9589 


Mouse GPC 


41 


97 


80 


.2 


398 


8- 


ADN38674 


Adn38674 


Wild type 


42 


97 


80 


.2 


398 


8 


ADR44831 


Adr44831 


Mouse HUM 


43 


97 


80 


.2 


398 


8 


ADR44845 


Adr44845 


Mouse mu- 


44 


97 


80 


.2 


401 


3 


AAY68880 


Aay68880 


A murine 


45 


97 


80 


.2 


409 


3 


AAY68887 


Aay68887 


A murine 



OM protein - protein search, using sw model 



Run on: May 12, 2005, 10:06:54 ; Search time 30.5094 Seconds 

(without alignments) 
51.382 Million cell updates/sec 

Title: US-09-883-839-2-THR42_COPY_35_55 
Perfect score : 121 

Sequence: 1 SHLDGNLt DPCG PNRTNLGGR 21 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 513545 seqs, 74649064 residues 

Total number of hits satisfying chosen parameters: 513545 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB.pep: * 

2 : /cgn2_6/ptodata/l/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/l/iaa/6A_COMB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB.pep: * 

5 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep: * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution - 



SUMMARIES 

% 

Result Query 



NO. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


117 


96 


7 


392 


4 


US-09-826-509-547 


Sequence 


547, App 


2 


117 


96 


7 


• 400 


3 


US-08-188-275A-2 


Sequence 


2, Appli 


3 


117 


96 


7 


400 


3 


US-09-351-198-2 


Sequence 


2 , Appl i 


4 


117 ' 


96 


7 


400 


3 


US-09-113-426-2 


Sequence 


2 , Appl i 


5 


117 


96 


7 


400 


4 


US-09-826-509-545 


Sequence 


545, App 


6 


117' 


96 


7 


415 


4 


US-08-405-271A-20 


Sequence 


20, Appl 


7 


112 


92 


6 


400 


3 


US-08-889-108-8 


Sequence 


8 , Appl i 


8 


112 


92 


6 


400 


5 


PCT-US94-10358-8 


Sequence 


8 , Appl i 


9 


97 


80 


2 


390 


4 


US-09-761-962A-25 


Sequence 


25, Appl 


10 


97 


80 


2 


391 


4 
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OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 



May 12, 2005, 10:09:59 



Search time 91.5283 Seconds 
(without alignments) 
76.644 Million cell updates/sec 



US-09-883-839-2-THR42_COPY_35_55 
121 

1 SHLDGNLtDPCGPNRTNLGGR 21 



Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



1432185 seqs, 334051727 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



1432185 



Post-processing : 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Published_Applications_AA: * 

1 : / cgn2_6 /pt oda t a / 2 /pubpaa /US 0 7_PUBC0MB . pep : * 

2 : /cgn2_6/ptodata/ 2 /pubpaa /PCT_NEW_PUB . pep : * 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep: * 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

6 : /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBC0MB.pep: 

7: /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6 /p toda t a / 2 /pubpaa /US 0 9A_PUBC0MB . pep : 
10: /cgn2_6/ptodata/2/pubpaa/US09B_PUBCOMB.pep 
11 : /cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB.pep 
12 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep: 
13 : /cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep 
14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep 
15 : /cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep 
16 : /cgn2_6/ptodata/2/pubpaa/US10D_PUBCOMB.pep 
17 : /cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB.pep 
18 : /cgn2_6/ptodata/2/pubpaa/USll_NEW_PUB.pep 
19 : /cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep 
2 0 : /cgn2_6 /pt oda t a / 2 /pubpaa /US 6 0_PUBCOMB . pep 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No.' 



Score 



Query 

Match Length DB 



ID 



Description 



1 121 100.0 400 11 US-09-883-839-6 

2 117 96.7 392 10 US-09 -826-509 -547 



Sequence 6, Appli 
Sequence 547, App 
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OM protein - protein search, using sw model 



Run on.- 



May 12, 2005, 10:05:49 ; Search time 22.5849 Seconds 

(without alignments) 
89.465 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-883 -839-2 -THR42_COPY_35_55 
121 

1 SHLDGNLtDPCGPNRTNLGGR 21 



Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : PIR_79:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 

4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



May 12, 2005, 10:04:59 



Search time 110.151 Seconds 

(without alignments) 
. 97.627 Million cell updates/sec 



US-09-883 -839-2 -THR42_COPY_35_55 
121 

1 SHLDGNLtDPCGPNRTNLGGR 21 



BLOSUM62 
GapOp 10.0 



Gapext 0 . 5 

Searched: 1612378 seqs, 512079187 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -process ing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1612378 



Database 



UniProt_03 : * 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein -'protein search, using sw model 

Run on: May 12, 2005, 10:01:03 ; Search time 90.566 Seconds 

(without alignments) 
68.328 Million cell updates/sec 

Title: US-09 -883 -839-2 -PRO23_COPY__15_30 

Perfect score: 88 

Sequence: 1 DALAYSSCpPAPSPGS 16 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 

Searched: 2105692 seqs, 386760381 residues 



Total number of hits satisfying chosen parameters: 



2105692 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



A_Geneseq_16Dec04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2 003bs : * 

8: geneseqp2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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Result Query 

No. Score Match Length DB ID Description 
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Aay7994 7 Human mu 
Aab07866 A human m 
Abb56376 Non-endog 
Aau76034 Human mu 
Abp81851 Human opi 
Adh50093 Human mu 
Adh50086 Human mu 
Ado2 9588 Human GPC 
Adn38673 Wild type 
Adr44838 HUMOR mut 
Adr44829 Human HUM 
Abg32260 Human mu2 
Abg33032 Human mu 
Adg42210 Mu-opioid 
Adg42209 Mu-opioid 
Aae334 76 Human REM 
Abg32259 Human mul 
Aag77039 Human col 
Adg22372 Cyanophag 
Ado63031 Transcrip 
Aay95586 Prostate 
Abgl6849 Novel hum 
Abg08327 Novel hum 
Aau2 9831 Novel hum 
Abb70325 Drosophil 
Abb672 53 Drosophil 
Adrl4131 Human NF- 
Adq65928- Novel hum 
Abp98888 Human mol 
Abg31634 Human PHP 
Adq65756 Novel hum 
Adq66302 Novel hum 
Adr09925 Human pro 
Adh50092 Bovine mu 
Adr44843 Bovine mu 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score : 
Sequence: 

Scoring table: 



May 12, 2005, 10:06:54 ; Search time 23.2453 Seconds 

(without alignments) 
51.382 Million cell updates/sec 

US-09 -883 -839-2 -PRO23_COPY_15_30 
88 

1 DALAYSSCpPAPSPGS 16 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 

Searched: 513545 seqs, 74649064 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -process ing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



513545 



Database 



lssued_Patents_AA: * 

/cgn2_6 /ptodata/ 1 / iaa/ 5A_COMB . pep : * 
/cgn2_6/ptodata/l/iaa/5B_COMB .pep: * 
/cgn2_6/ptodata/l/iaa/6A_COMB . pep : * 
/cgn2_6/ptodata/l/iaa/6B_COMB . pep : * 
/cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep: 
/cgn2_6/ptodata/l/iaa/backf ilesl -pep : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 
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Match 


Length 
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ID 
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2 , Appl i 
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3, Appli 
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US-09-475-460A-32 


Sequence 


32, Appl 


42 
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50. 


.6 
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US-09-748-061A-32 


Sequence 


32, Appl 


43 




44 
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. 0 
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US-09-599-287A-2 


Sequence 


2, Appli 


44 




44 
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. 0 
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US-09-949-016-11282 


Sequence 


11282, A 


45 




44 
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, 0 


507 


4 


US-09-599-287A-24 


Sequence 


24, Appl 



OM protein - protein search, using sw model 



Run on: May 12, 2005, 10:06:54 ; Search time 23.2453 Seconds 

(without alignments) 
51.382 Million cell updates/sec 

Title: US-09-883-839-2-PRO23_COPY_15_30 
Perfect score: 88 

Sequence: 1 DALAYSSCpPAPSPGS 16 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext .0.5 

Searched: 513545 seqs, 74649064 residues 

Total number of hits satisfying chosen parameters: 513545 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Issued_Patents_AA: * 

1 : /cgn2_6 /pt oda t a / 1 / iaa / 5A_C0MB . pep : * 

2 : /cgn2_6/ptodata/l/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/l/iaa/6A_COMB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB.pep: * 

5 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB . pep : * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

o, 

"5 

Result Query 

No. Score Match Length DB ID Description 
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US-09-113-426-2 


Sequence 


2, Appli 


6 


80 


90 


9 


400 


4 
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32, Appl 
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-061A-32 


Sequence 


32, Appl 
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Sequence 


2, Appli 


44 




44 


50 


. 0 


506 


4 


us- 


■09 


-949 
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24, Appl 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



May 12, 2005, 10:09:59 ; Search time 69.7358 Seconds 

(without alignments) 
76.644 Million cell updates/sec 

US-09-883-839-2-PRO23_COPY_15_30 
88 

1 DALAYSSCpPAPSPGS 16 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 1432185 seqs, 334051727 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1432185 



Database : Published_Applications_AA: * 

1 : /cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep: ** 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

6 : /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB.pep: * 

7 : /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB.pep: * 
10 : /cgn2_6/ptodata/2/pubpaa/US09B__PUBCOMB.pep: * 
11 : /cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB.pep: * 
12 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 
13 : /cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 
14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 
15: / cgn2_6 /p t oda t a / 2 /pubpaa / US 1 0 C_PUBCOMB . pep : * 
16: / cgn2_6 /pt oda t a / 2 /pubpaa /US 1 0D_PUBCOMB . pep : * 
17: / cgn2_6 /p t oda t a / 2 /pubpaa / US 1 0_NEW_PUB . pep : * 
18: / cgn2_6 /pt oda t a / 2 /pubpaa / US 1 1_NEW_PUB . pep : * 
19: / cgn2_6 /ptoda t a / 2 /pubpaa /US 6 0_NEW_PUB . pep : * 
20: /cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

q. 

Result Query 

No. Score Match Length DB ID Description 



1 
2 
3 



88 100.0 
80 90.9 
80 90.9 



400 11 US-09-883-839-4 
392 10 US-09-935-061-12 
392 10 US-09-935-061-14 



Sequence 4, Appli 
Sequence 12, Appl 
Sequence 14, Appl 
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6 , App 1 i 
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78 , Appl 
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1 1 


TTC AQ QOO QTQ TA 


Sequence 


1 A A w T 

1 0 , App 1 




Q A 
O U 


Q A 

y u . 


. y 


A 1 A 

414 


14 


TTC TA AQA QTT Q 

ub-iu-uou-yi / - y 


Sequence 


y , App i i 




O A 

o U 


A A 

y u . 


. y 


41b 


A 

y 


T TC 1 AA OIO 11/1 AA 

Ub-Oy -ozi - 114 -2 0 


Sequence \ 


20, Appl 


*"> r 
ZD 


O A 

o U 


O A 

y o . 


. y 


415 


14 


T TO TA AAA n /i ft AA 

Ub -lO-zyO-748-zO 


Sequence 


20, Appl 


O C 

z b 


Q A 
O U 


Q A 

y u . 


. y 


A 1 O 

4 lo 


14 


T TO TA TOR AOO A f\ 

Ub-lU-lob-UoJ-4U 


Sequence 


40, Appl 


A T 

2 / 


O A 

8 0 


n a 


. y 


446 


14 


T TO T A IOC AO"! OA 

Ub -10-185-083-39 


Sequence 


39, Appl 


zo 


Q A 
O U 


Q A 

y u . 


. y 


/I /TO 

4 oZ 


1 / 


TTO 1 A /ITT "~1 ~\ A "~7 

Ub-lU-4 / / - /14- / 


Sequence 


7, Appli 


z y 


Q A 
O U 


Q A 

y u . 


. y 


4 lo 


1 A 

14 


TTO 1A AQA A I T T 

Ub-lU-UoU-yi /- / 


Sequence 


7 , Appl i 


7 a 
6 U 


R 7 
bZ 


R Q 

by , 


. 1 


A C 

4 b 


14 


TTO 1A 1 AC CAO TOT*) 

Ub- 10 - 10o-6y8-7813 


Sequence 


7813, Ap 


7 1 
-3 1 


b U 


R c 

DO , 


Q 

. o 


1 A A 

14 U 


1 c 
lb 


TTC 1A A ~i n QO i /TTTOC 

Ub-lU-4o / -ybJ-lb-5 /zb 


Sequence 


163725 , 


"3 7 


R A 
bU 


r c 


Q 

. o 


loo 


15 


T TO TA /1A^ rQQ 1/i 1 rnr 

Ub- 10-424 -oyy -241575 


Sequence 


241575 , 


7 1 


r a 
bU 


r c 

DO , 


Q 

. o 


A A O 

4 Uz 


1 C 

lb 


TTO "1A /lOT Q/Tn T r/\nci 

Ub- 10-4 J 7 -yb3 - loOool 


Sequence 


1 C A O C 1 

150861 , 


7 /l 


R A 


r c 

DO , 


Q 

. o 


Iboz 


lb 


T TO T A C OOQ IT) 

Ub- 10-755-ooy- 132 


Sequence 


132, App 


"2 R 
J b 


4 y . b 


r c 

DO , 


. Z 


i a a n 
1 U4 / 


1 / 


TTC 1A /ICQ AOC O 

Ub-lU-4bo-U2b-2 


Sequence 


2, Appli 


7 C 

6 o 


4 y 


r r 


. 1 


IOC 

Izb 


lb 


T TO TA /lOT ACT lA/IOlO 

Ub- 10-43 / -y63-104313 


Sequence 


104313 , 


,5 / 


4 y 


55 . 


. 7 


154 


16 


Ub -10-437-963-177487 


Sequence 


177487 , 


"5 Q 


A Q 

4 y 


r r 

ob . 


. / 


z i y 


1 b 


TTO 1A /lOT Q /T O AATART 

Ub-lU-4 6 / -yb-3-2UlUbl 


Sequence 


2 01051, 


7 Q 


A Q 


r r 

D D . 


n 

. i 


A A 1 


1 R 
1 o 


TTC 1 A ARft ftCA QA 
UolU4000bUo4 


bequence 


Q /I AtavO 
o4 , Appl 


40 


49 


55 . 


. 7 


405 


9 


US-09-966-871-84 


Sequence i 


84, Appl 


41 


49 


55 . 


. 7 


405 


13 


US-10-039-645-84 


Sequence 


84, Appl 


42 


49 


55. 


. 7 


476 


15 


US-10-282-122A-6794 0 


Sequence 


67940, A 


43 


48 


54 . 


.5 


252 


14 


US-10-029-386-34071 


Sequence 


34071, A 


44 


47 


53 


.4 


120 


9 


US-09-854-286-4 


Sequence - 


4, Appli 


45 


47 


53, 


.4 


122 


9 


US-09-764-877-1299 


Sequence 


1299, Ap 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



May 12, 2005, 10:05:49 



Search time 17.2075 Seconds 
{without alignments) 
89.465 Million cell updates/sec 



US-09-883-839-2-PRO23_COPY_15_30 
88 

1 DALAYSSCpPAPSPGS 16 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 



283416 



Minimum DB seq length: 
Maximum DB seq length: 



0 

2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



PIRJ79:* 
1: pirl:* 

pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 



NO. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


80 


90 


9 


392 


2 


S65693 


opioid receptor mu 


2 


80 


90 


9 


400 


2 


156553 


mu opiate receptor 


3 


52 


59 


1 


808 


2 


A96791 


hypothetical prote 


4 


50 


56 


8 


183 


2 


T49855 


hypothetical prote 


5 


48 


54 


5 


744 


2 


E86255 


hypothetical prote 


6 


47 


53 


4 


240 


2 


E72629 


hypothetical prote 


7 


47 


53 


4 


1185 


2 


T46428 


hypothetical prote 


8 


46 


52 


3 


553 


2 


G83385 


hypothetical prote 


9 


46 


52 


3 


592 


2 


T03682 


catechol oxidase ( 


10 


46 


52 


3 


972 


1 


URBOAP 


peptidylglycine mo 


11 


45.5 


51 


7 


262 


2 


F84505 


probable bZIP tran 


12 


45.5 


51 


7 


294 


2 


G84504 


probable VSF-l-lik 


13 


45 


51 


1 


388 


2 


S25298 


extensin (clone To 


14 


45 


51 


1 


403 


2 


G96548 


hypothetical prote 


15 


45 


51 


1 


487 


2 


T49424 


hypothetical prote 


16 


44 . 5 


50 


6 


349 


2 


G02913 


sperm CD46 - human 


17 


44 . 5 


50 


6 


362 


2 


JC5194 


membrane cofactor 


18 


44 . 5 


50 


6 


369 


2 


157998 


membrane cofactor 



1 9 
x j 


44 S 


SO 


6 


369 


2 


UvJX JO 


rrip>mV")r~;3 n cr^f ^ci" cst 

UICULUI CX-l JC LUI-QLLUi. 


20 


44 . 5 


50 . 


6 


377 


2 


1 54479 


mpmhiys no rrif act cur 


21 


4 4 S 


SO 


. o 


384 


2 


ciOl ft 96 


llltrillXJX dllC LUldL L. -L 


22 


44 


50 


0 


4 03 


2 


9S9796 


TiT~nTi9 r^Y*ot~ pi n - Vin 


23 


44 


SO 


0 


4 03 


2 


TS1 R9ft 


x vjx^d kj x c jjiiu uuby o u 


24 


44 


50 . 


0 


647 


2 


T479S9 

A T J J J ^ 


}l VT^O t~ h P> 1~ i P3 1 T»r*Ot" 
ny LJLJ L.11C L. X X LJXVJUC 


25 


44 


50 . 


0 


759 


2 


T44 142 


DR 1 "nr*r*t~ o i n f i nrnn'T 
ur\.x Lyxv^L-CXii ixuiLyux 




44 


SO 


o 


77S 


2 


T4 97S9 


llGJJd L.(J(_y L. fc: yxtJWL.Il 


27 


44 


SO 


o 


14 59 

X 1 J .7 


2 


T7 01 96 

J. -J \J X -7 D 


If i tipc i n mot - nT*ol" 
JVJ.J1CO 111 11 IU LUI piUL. 


2ft 

*j o 


4 7 


4ft 
*± o . 


q 


182 


9 


R7 S6S0 


n \/T*to t~ Vi o t~ i pal 90V ts 
liyy)\j LIICU xCd x ZUr\. y 


99 
z -? 


4 7 


4 ft 


Q 

. y 


9 9 7 

Z Z .3 


O 
Z 


a n9 7 q 7 


cunscrvea nypoLneu 




4 7 


4 ft 

ft o . 


q 


TCI 
Z O l 


Z 


D? / D / Z 


nypocneLicai proce 




4 7 


4ft 
*± o . 


q 


261 


9 


.TOO 7 i q 


h^rnnh Vi oh H pal OTV 
Xiy^JU L.I1C L. ltol Z / J\ £J 


J z 


4 7 


4 ft 


q 

. y 


7 9 9 


1 
X 




i-ceix suxta.ce y-Ly 




4 7 


4 ft 
ft o . 


q 

. y 


7 7 R 


z 


P P9 04 C cr 
1 Z Uft 0 D 


nypocnec icai proue 


74 


4 7 


A ft 
ft o . 


Q 

. y 


7 Q ft 


z 


1 JDjI / 


mu opioid receptor 


35 


43 


48 


9 


398 


2 


T S6S04 
x jo jyi 


lllLi U|JXUX(J. x cLcpLUi 


36 


43 


48 


( 9 


408 


2 


T4324 0 


\_00 UUII Id ±11 pi UL C 111 


37 


43 


4ft 


9 


595 




TVPHR T . 

J. V v_iirvXj 


LiaiioiuiKiiny pxLJuc 


38 


43 


4 ft 


9 


S9ft 


2 


^1 0ft97 


u x alio i_ ui iiixi iy pi ULc 


39 


43 


48 . 


( 9 


760 


2 


T062 9 1 


CALCllolll iiutiiux v-^y -L 


40 


43 


48 . 


.9 


810 


1 


A33380 


interleukin-4 rece 


41 


42 


47. 


.7 


118 


2 


C72490 


hypothetical prote 


42 


42 


47 . 


. 7 


137 


2 


T22308 


hypothetical prote 


43 


42 


47 , 


. 7 


182 


2 


T02170 


hypothetical prote 


44 


42 


47 , 


. 7 


200 


2 


S35292 


hypothetical prote 


45 


42 


47 . 


. 7 


212 


2 


AD2695 


conserved hypothet 



OM protein - protein search, using sw model 



Run on: May 12, 2005, 10:04:59 ; Search time. 83. 9245 Seconds 

(without alignments) 
97.627 Million cell updates/sec 

Title: US-09-883-839-2-PRO23_COPY_15_30 
Perfect score: 88 

Sequence: 1 DALAYSSCpPAPSPGS 16 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 1612378 seqs, 512079187 residues 

Total number of hits satisfying chosen parameters: 1612378 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt_03:* 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


80 


90. 


.9 


89 


2 


043185 


043185 


homo sap i en 


2 


80 


90. 


. 9 


400 


1 


OPRM HUMAN' 


P35372 


homo sapien 


3 


80 


90. 


, 9 


402 


2 


Q6UQ80 


Q6uq80 


homo sapien 


4 


80 


90. 


.9 


418 


2 


Q8IWW3 


Q8iww3 


homo sapien 


5 


80 


90. 


, 9 


446 


2 


Q8IWW4 


Q8iww4 


homo sapien 


6 


80 


90. 


.9 


454 


2 


Q9H573 


Q9h573 


homo sapien 


7 


75 


' 85. 


.2 


400 


2 


Q95M54 


Q95m54 


macaca fasc 


8 


66 


75, 


.0 


400 


1 


OPRM MACMU 


Q9myw9 


macaca mula 


9 


60 


68 . 


.2 


400 


2 


Q8CGM4 


Q8cgm4 


cavia porce 


10 


53.5 


60, 


.8 


677 


2 


Q8BNT0 


Q8bnt0 


mus musculu 


11 


52 


59. 


. 1 


808 


2 


Q9SFW8 


Q9sfw8 


arabidopsis 


12 


50 


56, 


.8 


183 


2 


Q7RU2 9 


Q7ru29 


neurospora 


13 


50 


56, 


.8 


398 


2 


Q9W4Q1 


Q9w4ql 


drosophila 


14 


50 


56, 


.8 


1682 


2 


015054 


015054 


homo sapien 


15 


49.5 


56, 


.2 


892 


2 


Q71JB1 


Q71jbl 


homo sapien 


16 


49.5 


56, 


.2 


1047 


2 


Q96FB6 


Q96fb6 


homo sapien 


17 


49.5 


56, 


2 


1047 


2 


Q6ZRI6 


Q6zri6 


homo sapien 


18 


49 


55. 


.7 


182 


2 


Q6XQ03 


Q6xq03 


simian t-ly 


19 


49 


55, 


. 7 


345 


2 


Q6RUK7 


Q6ruk7 


triticum mo 


20 


49 


55. 


.7 


• 401 


1 


OPRM BOVIN 


P79350 


bos taurus 



0 1 


4 9 


J j . 


7 


4 7ft 
± j O 


o 




09v2hS 

\£ j y tijjj 




22 


49 


c c 
j J . 


7 


476 


2 


o o ujj w 


O88dd0 




27 
j 


4 9 


Ctr 


7 


7 Q 1 




071 9.71 

Vj; / X U X 


Q712 j 1 


x a l. u u. o iivjx v 


24 


4 9 


J j . 


7 


7 99 




KFP9 MOTI^F 


' O0ftfi79 


mn q nnQpiil ii 

UlLiO UIUD V- U -1- U 


& j 


4 ft 


^4 
j*± . 


c: 
j 




o 


09f!P,T9 
y juuu j 


OQa-ri 9 
v-'y J -7 


1 ^ "i Qhnpni ^ 

X C X O J> IlllCll -l X GL 


26 


48 


54 


5 


385 


2 


Q72H19 


Q72hl9 


f- Vi p rrni 1 Q t* h P 


27 


48 


54 . 


5 


409 


2 


Q6ZTV6 


Q6ztv6 


homo sapi6n- 


28 


48 


54 . 


5 


504 


2 ' 


Q751U0 


Q751u0 


a oiiu y a y vw u 


?9 


4ft 


S4 


c: 

, j 


U Jo 


2 


W J M O J J 


054859 




30 


48 


54 . 


5 


744 


2 


065375 


065375 


Gl X CI JJ X UUpO -1- O 


31 


48 


54 


5 


822 


2 


Oft 4 T .M0 


Oft4 1 mO 

\</U i -!- 1 1 1 W 


1— . Li^ LI X JJ x L Q III 


79 
j 


4 7 


•=17 


A 

, *± 


9 7 R 
i j j 




Oft c:vi 4 


Oft <2\r'\ 4 


CllL* C LJi let 1 1 LU 


77 
j j 


47 


R7 
j j . 


4 


24 0 


2 


Q9YBV7 




T^^T^A /T~T 1 IT) J~\ 

cicxvjLyyx nni lj 


74 
j *± 


4 7 


R7 

j j . 


4 

. *± 


411 

*± X X 




H7 Q 

J J J J M 


*JO j J J 1 


iT~i*h oa rial n 
v_ LiLyllCCl ^JCl X U 


7S 
j j 


4 7 


R7 


4 


R74 
j / " 


2 


09NVR7 

^ ^ 1M V O J 


yjllv JJ J 


"homo Q pi Ti i pn 


7fi 


4 7 


S7 


. 4 


67ft 


2 


Oft4^H9 

VJ.O *± iJO^i 


Oft 4 <3h9 


\j x y Zj o. og l. x v 


77 
j / 


4 7 


R7 


A 
. *± 


97 9 

-7 J J 


& 


H7Qn7 1 
y / ou / X 


07qH7 1 


iicui tJoLJL>>x a. 


j O 


4 7 


jj . 


4 

» *± 


1UDO 


i 

X 


DAM9 MOTTC3P 


Oft On 1 Q 


mi i a mi i ci r^i 1 1 n 


79 


4 7 


S7 

j j . 


4 


1 1 1 R 

X X X J 


2 


*J_ O J. .rt-JJ / 


L- d JJ / 


mi i c; mi i q r*i 1 1 1 1 

UlUu lllUO^-LiX Ll 


40 


47 


53. 


.4 


1185 


2 


Q9NTD2 


Q9ntd2 


homo sap i en 


41 


47 


53. 


.4 


1329 


2 


Q86VY3 


Q86vy3 


homo sapien 


42 


47 


53 


. 4 


1579 


2 


Q7QIP2 


Q7qip2 


anopheles g 


43 


47 


53, 


.4 


1994 


2 


Q6ZPP2 


Q6zpp2 


mus musculu 


44 


47 


53, 


.4 


2176 


2 


Q6V4S5 


Q6v4s5 


mus musculu 


45 


47 


53 


.4 


2217 


2 


Q8AV57 


Q8av57 


gallus gall 



OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



May 12, 2005, 10:01:03 ; Search time 90.566 Seconds 

(without alignments) 
68.328 Million cell updates/sec 

US-09-883 -839-2 -PRO23_COPY_15_30 
88 

1 DALAYSSCpPAPSPGS 16 
' BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 2105692 seqs, 386760381 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2105692 



Database : A_Geneseq_16Dec04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 



NO. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


80 


90 


9 


392 


4 


ABB56377 


Abb56377 Non-endog 


2 


80 


90 


9 


392 


6 


AAE33276 


Aae33276 Human mod 


3 


80 


90 


9 


392 


6 


AAE33275 


Aae332 75 Human mu 


4 


80 


90 


9 


399 


6 


AAE33277 


Aae33277 Human mod 


5 


80 


90 


9 


400 


2 


AAR71966 


Aar71966 Human mu 


6 


80 


90 


9 


400 


2 


AAR76780 


Aar76780 Human mu 


7 


80 


90 


9 


400 


3 


AAY79946 


Aay7994 6 Human mu 


8 


80 


90 


9 


400 


3 


AAY79949 


Aay7994 9 Human mu 


9 


80 


90 


9 


400 


3 


AAY79945 


Aay7994 5 Human mu 


10 


80 


90 


9 


400 


3 


AAY79948 


Aay7994 8 Human mu 


11 


80 


90 


9 


400 


3 


AAY79947 


Aay79947 Human mu 


12 


80 


90 


9 


400 


3 


AAB07866 


Aab07866 A human m 


13 


80 


90 


9 


400 


4 


ABB56376 


Abb56376 Non-endog 


14 


80 


90 


9 


400 


5 


AAU76034 


Aau76034 Human mu 



1 ^ 
x o 


ft o 


OA 


q 


4 0 0 

ft yj v 


o 


Aijlr 0 Xo 3 X 


A Y\t\ ft 1 ft R 1 
AJjpo X O 3 X 


Unman /~\-»-\ -J 

riuinciii vjpx 


1 

x o 


ft o 


y u - 


q 

. y 


4 00 


o 
o 


a nHR 00 9 7 


AHh^00Q7 


Unman rni i 


17 


ft n 

O \J 


90 


q 

. y 


4 00 
*± u w 


ft 
o 


A nH S 0 0 ft 


Adh^OOft 


Human mi i 
nuuiciii inn 


1 ft 

J. o 


ft 0 

O v 


90 


q 

. y 


4 00 

ft U VJ 


ft 
o 


a n09 9 S ft ft 
rtuuz j joo 


AHr»99RRft 


T4nman CI PP 
nuiUoIl oirV^ 


1 9 


ft 0 

O VJ 


90 


q . 

. y 


4 00 

fx U U 


o 
o 




AHn7ftfi77 


WXXQ UyLyt: 


z u 


ft n 




q 

. y 


4 0 0 


o 
o 


a no 4 4 ft 7 ft 


A rir-4 4 ft 7 Q 


TJT IMAD mi i i - 


2 1 


ftO 


90 


q 

■ y 


4 00 


ft 
o 


a HP 4 4 ft 9 9 


AH-r44ft9 9 


Human HTIM 
flUlUali nUn 


22 


O V 


90 

^ \j . 


q 


414 




ARH799fiO 


Ah»cr799fi0 

r\Jjy J^^DU 


i_Ti i ma n mi 1 9 
nuuiciii uiLiz 


23 


80 


90 . 


. 9 


415 


5 


ABG33 032 


-rVAj'y J JuJi 




24 




90 


q 


41ft 


7 


ADH4 99 1 0 


AHcr4991 0 


Mi i — nn i n i H 


9s 

^ -J 


ft n 


90 


q 

. y 


44 fs 


7 


AHH4 99 09 


AHrr4 9 9 OQ 


Ml 1 _ f\T\ l A1 H 

i v iu op XU1U 


96 


ft 0 




q 

■ y 


4 £9 
*± o z. 


o 


AAP7 74 7fi 


Zia o7 74 7C 


Unman DITM 


^ / 


ft o 


90 

y \J . 


q 


47fi 
ft / O 


c: 
3 


ARH799 R9 

nDOJ Z 3 -/ 


AHrr799RQ 
AJjyjZz 3 y 


Ui itn^n rm 1 1 


9 ft 
z o 


3 Z 


3 J . 


. X 


4 q 
4 3 




AALi / / U o y 


Aag / / u o y 


Human col 


OQ 
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OM protein - protein search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



May 12, 2005, 10:06:54 ; Search time 23.2453 Seconds 

(without alignments) 
51.382 Million cell updates/sec 

US-09 -883 -839-2 -PRO23_COPY_15_30 
8.8 

1 DALAYSSCpPAPSPGS 16 
BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 



Searched: 513545 seqs, 74649064 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



513545 



Pos t -proces s ing : 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

I ssued_Patents__AA : * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB.pep: * 

2 : /cgn2_6/ptodata/l/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/l/iaa/6A_COMB.pep: * 

4 -. /cgn2_6/ptodata/l/iaa/6B_COMB.pep: * 

5 : / cgn2_6 /p t oda ta/l/iaa/ PCTUS_COMB . pep : * 

6 : /cgn2_6/ptodata/l/ iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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-149-3 


Sequence 
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3 


US-09-475 


-460A-32 


Sequence 


32, Appl 


42 


44 
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50 


.6 
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4 


US-09-748 


-061A-32 


Sequence 


32, Appl 
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44 


50 


.0 
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4 


US-09-599 
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Sequence 


2, Appli 
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44 
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.0 
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24, Appl 



OM protein - protein search, using sw model 



Run on: 



May 12, 2005, 10:09:59 



Search time 69.7358 Seconds 
(without alignments) 
76.644 Million cell updates/sec 



Title: 

Perfect score : 
Sequence : 

Scoring table: 



US-09-883 -839-2 -PRO23_COPY_15_30 
88 

1 DALAYSSCpPAPSPGS 16 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 



Searched: 



1432185 seqs, 334051727 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 4 5 summaries 



1432185 



Database : Published_Applications_AA: * 

1 : /cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep- * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep 

6 : /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB.pep: * 

7 : /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB.pep: * 
10 : /cgn2_6/pt'odata/2/pubpaa/US09B_PUBCOMB.pep: 
11 : /cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB.pep: 
12 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 
13 : /cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep: 
14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep: 
15 : /cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep: 
16 : /cgn2_6/ptodata/2/pubpaa/US10D_PUBCOMB.pep: 
17 : /cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB .pep ■ * 
18 : /cgn2_6/ptodata/2/pubpaa/USll_NEW_PUB.pep 
19 : /cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep 
20 : /cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB.pep 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



Score 



Query 

Match Length DB 



SUMMARIES 



ID 



Description 



1 88 100.0 400 11 US-09-883-839-4 

2 80 90.9 392 10 US-09-935-061-12 
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A 09 
4 UZ 


1 b 


T TC 

Uo 


1 o 
- 1 u 


4 9 7 
-4o / 


q^9 i cnQf;i 
- y bo - 1 DUobl 


Sequence 


150861, 


O ft 


en 
D U 


D O ■ 


o 
. o 


1 £ft9 
X D O Z 


x o 


T TC 
Uo 


x u 


7 R R 
/ D D 


ft ft q 19 9 
ooyxoz 


Sequence 


132, App 


7 R 
J D 


A Q R 
ft y . O 


DO . 


. z 


1 04 7 
X U4 / 


1 7 
X / 


T TC 
Uo 


1 0 

x u 


4 £Q 
4 D O 


09 £ 9 
UZ D Z 


Sequence 


2, Appli 


9 C 

o b 


4 y 


DO . 


. / 


XZD 


1 b 


T TO 

Uo 


- 1 U 


- 4 J / 


-ybo - lU4o lo 


Sequence 


104313, 


9 9 
O / 


A Q 

4 y 


c: c 

DD , 


. / 


1 D4 


1 c 
1 b 


T TC 

Uo 


- 1 U 


/in 
- 4 J / 


- y bo - 1 / /4 o / 


Sequence 


177487,- 


9 ft 
O O 


4 y 


DD . 


n 

. 1 


9 1 q 
z x y 


l b 


T TC 

Uo 


- 1 U 


4 17 
- 4 J / 


q/r9 9mnRi 
-ybo-zUlUDl 


Sequence 


201051, 


9 ° 
O _? 


*± y 




7 


4 01 
ft u X 


1 R 
. X D 


T TC 
UO 


-10 
x u 


- 4 Rft 
ft D O 


— ft 6 0 — ft 4 
o O U O ft 


Sequence 


84, Appl 


40 


49 


55. 


.7 


405 


9 


US- 


09- 


9£6- 


871-84. 


Sequence i 


34, Appl 


41 


49 


55. 


. 7 


405 


13 


US 


-10 


-039 


-645-84 


Sequence 


84, Appl 


42 


49 


55. 


. 7 


476 


15 


US 


-10 


-282 


-122A-67940 


Sequence 


67940, A 


43 


48 


54 , 


.5 


252 


.14 


US 


-10 


-029 


-386-34071 


Sequence 


34071, A 


44 


47 


53. 


.4 


120 


9 


us- 


09- 


854- 


286-4 


Sequence - 


4, Appli 


45 


47 


53 , 


.4 


122 


9 


US- 


09- 


764- 


877-1299 


Sequence : 


1299, Ap 



OM protein - protein search, using sw model 



Run on: 



May 12, 2005, 10:05:49 ; Search time 17.2075 Seconds 

(without alignments) 
89.465 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-883-839-2-PRO23_COPY_15_30 
88 

1 DAIAYSSCpPAPSPGS 16 



Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : PIR_79:* 
1: pirl:* 
2: pir2:* 
3 : pir3 :* 
4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

o 
o 

Result Query 

No. Score Match Length DB ID Description 



1 


80 


90 


9 


392 


2 


S65693 


opioid receptor mu 


2 


80 


90 


9 


400 


2 


156553 


mu opiate receptor 


3 


52 


59 


1 


808 


2 


A96791 


hypothetical prote 


4 


50 


56 


8 


183 


2 


T49855 


hypothetical prote 


5 


48 


54 


5 


744 


2 


E86255 


hypothetical prote 


6 


47 


53 


4 


240 


2 


E72629 


hypothetical prote 


7 


47 


53 


4 


1185 


2 


T46428 


hypothetical prote 


8 


46 


52 


3 


553 


2 


G83385 


hypothetical prote 


9 


46 


52 


3 


592 


2 


T03682 


catechol oxidase ( 


10 


46 


52 


3 


972 


1 


URBOAP 


peptidylglycine mo 


11 


45.5 


51 


7 


262 


2 


E84505 


probable bZIP tran 


12 


45.5 


51 


7 


294 


2 


G84504 


probable VSF-l-lik 


13 


45 


51 


1 


388 


2 


S25298 


extensin (clone To 


14 


45 


51 


1 


403 


2 


G96548 


hypothetical prote 


15 


45 


51 


1 


487 


2 


T49424 


hypothetical prote 


16 


44 . 5 


50 


6 


349 


2 


G02913 


sperm CD46 - human 


17 


44 . 5 


50 


6 


362 


2 


JC5194 


membrane cofactor 


18 


44 . 5 


50 


6 


369 


2 


157998 


membrane cofactor 



1 Q 

i y 


4 4 r 


D u . 


O 


o oy 


9 
z 


TPC1 O O 

UL-J IjO 


U IC 1 1 LUX. dllC LUluL L-UI 


9 n 
z u 


*£ . 9 


9 u . 


c 
D 


7 7 7 


9 

z 


T R4 4 7 Q 


rtiomhvano rnf apfnT 


9 1 
Z 1 


4 4 g: 
44 . D 


9 u . 


c. 

D 


7 ft 4 
-5 t54 


9 
z 


CHI QQC 

ou i c5 y D 


incrTuji one cuiatLUi 


99 


4 4 


c A 

9 u . 


A 

u 


4 n i 


9 
z 


CR9 9 QC 

boz / y d 


prpj-iZ procein - nu 


9 1 
z J 


4 4 


c a 

D\J ■ 


a 
u 


4 m 

TV J 


z 


1 Q 9 Q 


piTCJiJcalJl C pnOLUbyb U 


^ 4 


A A 


cri 
DU . 


u 


£4 7 


9 
z 


T4 7Qt;0 

i *± -5 y dz 


IiypUl-IlcU H_a± pi(JL.c 


z d 


4 4 
ft 4 


c n 
o u . 


u 


7CQ 

/ Z>J 


z 


'T4 4 14 9 


ukx pxrot-cin L inipuL 


9£ 

z o 


4 4 


D U . 


a 
u 


/ / 9 


9 
z 


T 4 Q 9 R q 

i y / o y 


Ilcpa LULyCc yZ (JWUJl 


97 


4 4 


D U - 




1 4 RQ 


9 


T701 Q£ 

1 -5 VJ -L O 




9ft 
Z O 


4 7 


4 ft 

4 o . 


Q 
y 


1 ft 9 


9 
z 


Oj jo DU 


XiypvJLllcL. lLdl ZUA. p 


9 Q 
z y 


4 7 
4 o 


4 ft 

4 o . 


y 


9 9 7 


z 


a no TOO 

auz / y j 


LonbciVcO Jiypo ljicl 


7 n 

J U 


4 9 
4 J 


4 ft 
4 O . 


y 


9 £ 1 


z 


p q 9 c n 9 
oy / d / z 


nypoLiieciCai proie 


9 1 


4 1 
4 J 


4 ft 

4 o . 


. y 


9 C 1 


z 




nypoLJietiCai z /tv p 


'J 9 

oz 


4 1 


/I Q 

4o - 


y 


TOO 


1 


TJT LIT TD O 

nLinUKz 


T-cell surface g x Y 




4 7 


4 o . 


. y 


-5-5 9 


z 


J.Z U4dd 


hypothetical prote 


J4 


A O 


A o 
4o . 


A 

. y 


TOO 


z 


156517 


mu opioid receptor 


O D 


4 7 


4 ft 

4 O . 


q 

. y 


TOO 

o y o 


9 

z 


T R £ R n 4 


inu opioxu rtrcepuor 


O D 


4 7 


4 ft 


q 


4 0ft 
*± KJ o 


9 
z 


T4 1 9 4 0, 
1 *± O Z *± VJ 


LOO ~LlOUlcl 111 pXOCfcilll 




4 1 


4 ft 


q 

. y 


9 y d 


X 


1 V\_rli\.±j 


C X cillo L UI Ulllly plULC 


7 ft 


4 7 


4 ft 


q 

. y 


R Q ft 

d y o 


9 
z 


qi Aft Q 7 


C X cilliD X UI UlXIly piULc 




4 7 


4 ft 


Q 




2 


1U0Z71 


CALClliS 111 IlLJlt IVJX v_Jy J- 


40 


43 


48. 


, 9 


810 


1 


A33380 


interleukin-4 rece 


41 


42 


47. 


. 7 


118 


2 


C72490 


hypothetical prote 


42 


42 


47. 


. 7 


137 


2 


T22308 


hypothetical prote 


43 


42 


47 . 


. 7 


182 


2 


T02170 


hypothetical prote 


44 


42 


47. 


. 7 


200 


2 


S35292 


hypothetical prote 


45 


42 


47 , 


. 7 


212 


2 


AD2695 


conserved hypothet 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



May 12, 2005, 10:04:59 ; Search time 83.9245 Seconds 

(without alignments) 
97.627 Million cell updates/sec 

US-09 -883 -839-2 -PRO23_COPY_15_30 
88 

1 DALAYSSCpPAPSPGS 16 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



1612378 seqs, 512079187 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1612378 



Database 



UniProt_03 : * 
1 : uniprot_sprot : * 
2: uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 



NO. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


80 


90. 


.9 


89 


2 


043185 


043185 


homo sapien 


2 


80 


90. 


.9 


400 


1 


OPRM HUMAN 


P35372 


homo sapien 


3 


80 


90. 


.9 


402 


2 


Q6UQ80 


Q6uq80 


homo sapien 


4 


80 


90. 


,9 


418 


2 


Q8IWW3 


Q8iww3 


homo sapien 


5 


80 


90. 


.9 


446 


2 


Q8IWW4 


Q8iww4 


homo sapien 


6 


80 


90. 


, 9 


454 


2 


Q9H573 


Q9h573 


homo sapien 


7 


75 


85. 


.2 


400 


2 


Q95M54 


Q95m54 


macaca fasc 


8 


66 


75. 


.0 


400 


1 


OPRM_MACMU 


Q9myw9 


macaca mula 


9 


60 


68 . 


.2 


400 


2 


Q8CGM4 


Q8cgm4 


cavia porce 


10 


53 .5 


60. 


.8 


677 


2 


Q8BNT0 


Q8bnt0 


mus musculu 


11 


52 


59. 


. 1 


808 


2 


Q9SFW8 


Q9sfw8 


arabidopsis 


12 


50 


56. 


.8 


183 


2 


Q7RU2 9 


Q7ru2 9 


neurospora 


13 


50 


56. 


.8 


398 


2 


Q9W4Q1 


Q9w4ql 


drosophila 


14 


50 


56. 


.8 


1682 


2 


015054 


015054 


homo sapien 


15 


49.5 


56, 


.2 


892 


2 


Q71JB1 


Q71jbl 


homo sapien 


16 


49.5 


56, 


.2 


1047 


2 


Q96FB6 


Q96fb6 


homo sapien 


17 


49.5 


56, 


.2 


1047 


2 


Q6ZRI6 


Q6zri6 


homo sapien 


18 


49 


55, 


.7 


182 


2 


Q6XQ03 


Q6xq03 


simian t-ly 


19 


49 


55, 


.7 


345 


2 


Q6RUK7 


Q6ruk7 


triticum mo 


20 


49 


55. 


.7 


401 


1 


OPRM BOVIN 


P79350 


bos taurus 



91 

£t X 


4 Q 


j J . 


7 


4 7ft 
fi JO 


9 
Z 


^ J I ZD J 


v-?yzxj j 


notno Sapien 


22 


4 9 


RR 

j j • 


7 


4 7fi 


9 




OftftHHn 


y o trUUtJllHji Id o 


97 


4 9 


RR 

j j . 


7 


/ y x 


9 

Z 


D7 1 9.71 


H71 9-i 1 

w / xz j x 


IdLLUb I1UI V 


24 


4 9 


RR 


7 


799 

/ .7Z 


1 
X 




OOft £79 


HlUb lUliSCUxU 


9 R 

J 


4 ft 


R4 


c 

. J 




o 
z 






lcl sniuania 


26 


48 


54 . 


. 5 


7ft r 

J O J 


2 


Q72H19 


D79b1 9 
vj^ / ii x _/ 


L.I1CX. ILLUlo 


27 


48 


54 . 


. 5 


409 


2 


06ZTVG 


v L- V vj 


lllJltlW OClylCll 


28 


48 


54 , 


. 5 


504 


2 


07si i in 

\£ 1 J X w v 


H7R1 nfl 






4ft 

fx o 


R4 


> .j 


O jZ 


9 

Z 


AR4 ft R9 
Vj Oft Oj? 


HR4 ft R Q 
• VJ J*t O J J 


raccus norv 


30 


4ft 


R4 


r 
> —> 


744 
/ f± f± 


9 


OfiR77R 

WD JJ / J 


O^R77R 
WD D j / j 


ax oDIQUpb 1 o 


31 


48 


54 


5 


822 


9 


Oft 4T ,M0 
yo ft ui Y ivj 


Oft 4 1 mC\ 


LULUIUlCd III 


79 


4 7 
ft / 


R7 


4 

. *± 


6 JJ 


9 
z 


AO CM7"1 4 


HQ (-if r 1 /I 

yti SV14 


encephal i to 


77 


47 


R7 

j j . 


4 


94 0 

£t fx \J 


9 
z 


09YRV7 


^ ^7 yjjv / 


a. c ropy ruin p 


74 


4 7 


R7 

j j . 


. *± 


4 11 

ft X X 


9 
z 


CYX Q R R4 
-/ j j ft 


y j j4 


cupnea paiu 




47 


R7 

j j . 


4 


R74 


9 


-7 IN V D J 


^yiivuj 


noiuo s dpi en 


36 


4 7 


j — > . 


t 4 


67ft 


9 


Oft4 QH9 


Oft 4 aVi9 


UlyZd bdLlv 


77 
j / 


47 


R7 


4 


979 


9 
z 


H7Qn7 1 




neux ospoiTd 


38 


47 


R7 

j j • 


4 


1 Ofift 

X U O O 


1 

X 


DAM9 MOTTQP 

JJrti 1 Zi 1*1 VJ UOCi 


Oft On 1 Q 


mi 1 0 mi 1 0 1 1 1 1 
lllUfa lllUbCUlU 


39 


47 


53 . 


. 4 


1115 


2 


06TAB7 




mi 1 q miiQpnl n 


40 


47 


53, 


.4 


1185 


2 


Q9NTD2 


Q9ntd2 


homo sapien 


41 


47 


53. 


.4 


1329 


2 


Q86VY3 


Q86vy3 


homo sapien 


42 


47 


53. 


.4 


1579 


2 


Q7QIP2 


Q7qip2 


anopheles g 


43 


47 


53. 


.4 


1994 


2 


Q6ZPP2 


Q6zpp2 


mus musculu 


44 


47 


53. 


.4 


2176 


2 


Q6V4S5 


Q6v4s5 


mus musculu 


45 


47 


53 . 


.4 


2217 


2 


Q8AV57 


Q8av57 


gall us gall 



